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(54) Title: HUMAN GENES AND GENE EXPRESSION PRODUCTS 

(57) Abstract: This invention relates to novel human polynucleotides and variants thereof, their encoded polypeptides and variants 
thereof, to genes corresponding to these polynucleotides and to proteins expressed by the genes. The invention also relates to diag- 
nostic and therapeutic agents employing such novel human polynucleotides, their corresponding genes or gene products, e.g., these 
genes and proteins, including probes, antisense constructs, and antibodies. 
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HUMAN GENES AND GENE EXPRESSION PRODUCTS 

Cross-Reference to Related Application - 

[0001] Ths application claims the benefit of earlier-filed U.S. provisional application serial no. 
60/226,326 filed August 16, 2000, which application is incorporated herein by reference in its 
entirety. 

Field of the Invention 

[0002] The present invention relates to polynucleotides of human origin, particularly in human 
colon, breast, prostate, and/or lung tissue, and the encoded gene products. 
Background of the Invention > 
[0003] Identification of novel polynucleotides, particularly those that encode an expressed gene 
^ product, is important in the advancement of drug discovery, diagnostic technologies, and the 
understanding of the progression and nature of complex diseases such as cancer. Identification of 
genes expressed in different cell types isolated from sources that differ in disease state or stage, 
developmental stage, exposure to various environmental factors, the tissue of origin, the species 
from which the tissue was isolated, and the like is key to identifying the genetic factors that are 
responsible for the phenotypes associated with these various differences. 
[0004] This invention provides novel human polynucleotides, the polypeptides encoded by 
these polynucleotides, and the genes and proteins corresponding to these novel polynucleotides. 

Summary of the Invention 
[0005] This invention relates to novel human polynucleotides and variants thereof, their 
encoded polypeptides and variants thereof, to genes corresponding to these polynucleotides and to ■ 
proteins expressed by the genes. The invention also relates to diagnostics and therapeutics 
comprising such novel human polynucleotides, their corresponding genes or gene products, 
including probes, antisense nucleotides, and antibodies- The polynucleotides of the invention 
correspond to a polynucleotide comprising the sequence information of at least one of SEQ IE> 
NOS: 1-6010. 

[0006] Various aspects and embodiments of the invention will be readily apparent to the 
ordinarily skilled artisan upon reading the description provided herein. 

Detailed Description of the Invention 
[0007] Before the present invention is described, it is to be understood that this invention is not 
limited to particular embodiments described, as such may, of course, vary. It is also to be 
understood that the terminology used herein is for the purpose of describing particular embodiments 
only, and is not intended to be limiting. 

1 
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Unless defined otherwise, all technical and scientific terms used herein have the same meaning 
as commonly understood by one of ordinary skill in the art to which this invention belongs. Although 
any methods and materials similar or equivalent to those described herein can be used in the practice or 
testing of the present invention, the preferred methods and materials are now described 

All publications and patent applications cited in this specification are herein incorporated by 
reference as if each individual publication or patent application were specifically and individually 
indicated to be incorporated by reference: The citation of any publication is for its disclosure prior to 
the filing date and should not be construed as an admission that the present invention is not entitled to 
antedate such publication by virtue of prior invention. 

i 

It must be noted that as used herein and in the appended claims, the singular forms "a," "and," 
and "the" include plural referents unless the context clearly dictates otherwise. Thus, for example, 
reference to "a polynucleotide" includes a plurality of such polynucleotides and reference to "the colon 
cancer cell" includes reference to one or more cells and equivalents thereof known to those skilled in 
the art, and so forth. 

The publications and applications discussed herein are provided solely for their disclosure 
prior to the filing date of the present application. Nothing herein is to be construed as an admission 
that the present invention is not entitled to antedate such publication by virtue of prior invention. 
Further, the dates of publication provided may be different from the actual publication dates which may 
need to be independently confirmed. 

Definitions 

The terms "polynucleotide" and "nucleic acid," used interchangeably herein, refer to a 
polymeric forms of nucleotides of any length, either ribonucleotides or deoxynucleotides. Thus, these 
terms include, but are not limited to, single-, double-, or multi-stranded DNA or RNA, genomic DNA, 
cDNA, DNA-RNA hybrids, branched nucleic acid (see, e.g., U.S. Pat. Nos. 5,124,246; 5,710,264; and 
5,849,48 1) , or a polymer comprising purine and pyrimidine bases or other natural, chemically or 
biochemically modified, non-natural, or derivatized nucleotide bases. These terms furhter include, but 
are not limited to, mRNA or cDNA that comprise intronic sequences (see, e.g., Niwa et al. (1999) Cell 
99(7):691-702). The backbone of the polynucleotide can comprise sugars and phosphate groups (as 
may typically be found in RNA or DNA), or modified or substituted sugar or phosphate groups. 
Alternatively, the backbone of the polynucleotide can comprise a polymer of synthetic subunits such as 
phosphoramidites and thus can be an oligodeoxynucleoside phosphoramidate or a mixed 
phosphoramidate-phosphodiester oligomer. Peyrottes et al. (1996) Nucl. Acids Res. 24:1841-1848; . 
Chaturvedi et al. (1996) Nucl. Acids Res. 24:23 18-2323. A polynuclotide may comprise modified 
nucleotides, such as methylated nucleotides and nucleotide analogs, uracyl, other sugars, and linking 
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groups such as fluororibose and thioate, and nucleotide branches. The sequence of nucleotides may be 
interrupted by non-nucleotide components. A polynucleotide may be further modified after 
polymerization, such as by conjugation with a labeling component. Other types of modifications 
included in this definition are caps, substitution of one or more of the naturally occnirring nucleotides 
5 with an analog, and introduction of means for attaching the polynucleotide to proteins, metal ions, 
labeling components, other polynucleotides, or a solid support 

The terms "polypeptide" and "pr° te ^" used interchangebly herein, refer to a polymeric form 
of amino acids of any length, which can include coded and non-coded amino acids, chemically or 
biochemically modified or derivatized amino acids, and polypeptides having modified peptide . 

1 0 backbones. The term includes fusion proteins, including, but not limited to, fusion proteins with a 
heterologous amino acid sequence, fusions with heterologous and homologous leader sequences, with 
or without N-terminal methionine residues; immunologically tagged proteins; and the like, 

"Diagnosis" as used herein generally includes determination of a subject's susceptibility to a 
disease or disorder, determination as to whether a subject is presently affected by a disease or disorder, 

15 prognosis of a subject affected by a disease or disorder (e.g., identification of pre-metastatic or 

metastatic cancerous states, stages of cancer, or responsiveness of cancer to therapy), and therametrics 
(e.g., monitoring a subject's condition to provide information as to the effect or efficacy of therapy). 

"Sample" or "biological sample" as used herein encompasses a variety of sample types, and are 
generally meant to refer to samples of biological fluids or tissues, particularly samples obtained from 

20 tissues, especially from cells of the type associated with a disease or condition for which a diagnostic 
application is designed (e.g., ductal adenocarcinoma), and the like. "Sample" or biological sample" 
are meant to encompass blood and other liquid samples of biological origin, solid tissue samples, such 
as a biopsy specimen or tissue cultures or cells derived therefrom and the progeny thereof. These terms 
encompass samples that have been manipulated in any way after their procurement as well as 

25 derivatives and fractions of samples, where the samples may be maniuplated by, for example, treatment 
with reagents, solubilization, or enrichment for certain components. The terms also encompass clinical 
samples, and also includes cells in cell culture, cell supernatants, cell lysates, serum, plasma, biological 
fluids, and tissue samples. Where the sample is solid tissue, the cells of the tissue can be dissociated or 
tissue sections can be analyzed 

30 The terms "treatment," "treating," "treat" and the like are used herein to generally refer to 

obtaining a desired pharmacologic and/or physiologic effect The effect may be prophylactic in terms 
of completely or partially preventing a disease or symptom thereof and/or may be therapeutic in terms 
of a partial or complete stabilization or cure for a disease and/or adverse effect attributable to the 
disease. "Treatment" as used herein covers any treatment pf a disease in a mammal, particularly a 

3 
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, human, and includes: (a) preventing the disease or symptom from occurring in a subject which may be 
predisposed to the disease or symptom but has not yet been diagnosed as having it; (b) inhibiting the 
disease symptom, i.e., arresting its development; or relieving the disease symptom, ie., causing 
regression of the disease or symptom. 
5 The terms "individual," "subject," "host," and "patient," used interchangeably herein and refer 

to any mammalian subject for whom diagnosis, treatment, or therapy is desired, particularly humans. 
Other subjects may include cattle, dogs, cats, guinea pigs, rabbits, rats, mice, horses, and so on. 

As used herein the term "isolated" refers to a polynucleotide, a polypeptide, an antibody, or a 
host cell that is in an environment different from that in which the polynucleotide, the polypeptide, the 

1 0 antibody, or the host cell naturally occurs. A polynucleotide, a polypeptide, an antibody, or a host cell 
which is isolated is generally substantially purified. As used herein, the term "substantially purified" 
refers to a compound (e.g., either a polynucleotide or a polypeptide or an antibody) that is removed 
from its natural environment and is at least 60% free, preferably 75% free, and most preferably 90% 
free from other components with which it is naturally associated Thus, for example, a composition 

15 containing A is "substantially free of ! B when at least 85% by weight of the total A+B in the 

composition is A. Preferably, A comprises at least about 90% by weight of the total of A+B in the 
composition, more preferably at least about 95% or even 99% by weight. 

A "host cell," as used herein, refers to a microorganism or a eukaryotic cell or cell line cultured 
as a unicellular entity which can be, or has been, used as a recipient for a recombinant vector or other 

20 transfer polynucleotides, and include the progeny of the original cell which has been transfected. It is 
understood that the progeny of a single cell may not necessarily be completely identical in morphology 
or in genomic or total DNA complement as the original parent, due to natural, accidental, or deliberate 
mutation. 

The terms "cancer," "neoplasm," "tumor," and "carcinoma," are used interchangeably herein to 
25 refer to cells which exhibit relatively autonomous growth, so that they exhibit an aberrant growth 

phenotype characterized by a significant loss of control of cell proliferation. In general, cells of interest 
for detection or treatment in the present application include precancerous (e.g., benign), malignant, 
metastatic, and non-metastatic cells. Detection of cancerous cell is of particular interest 

The use of "e", as in 1 0e-3, indicates that the number to the left of "e" is raised to the power of 
30 the number to the right of V (thus, 10e-3 is 10' 3 ). 

The term "heterologous" as used herein in the context of, for example, heterologous nucleic 
acid or amino acid sequences, heterologous polypeptides, or heterologous nucleic acid, is meant to refer 
to material that originates from a source different from that with which it is joined or associated. For 
example, two DNA sequences are heterologous to one another if the sequences are from different genes 

4 
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or from different species. A recombinant host cell containing a sequence that is heterologous to the 
host cell can be, for example, a bacterial cell containing a sequence encoding a human polypeptide. 

The invention relates to polynucleotides comprising the disclosed nucleotide sequences, to full 

length cDNA, mRNA, genomic sequences, and genes corresponding to these sequences and degenerate 

i 

5 variants thereof, and to polypeptides encoded by the polynucleotides of the invention and polypeptide 
variants. The following detailed description describes the polynucleotide compositions encompassed 
by the invention, methods for obtaining cDNA or genomic DNA encoding a full-length gene product, 
expression of these polynucleotides and genes, identification of structural motifs of the polynucleotides 
and genes, identification of the function of a gene product encoded by a gene corresponding to a 

1 0 polynucleotide of the invention, use of the provided polynucleotides as probes and in mapping and in 
tissue profiling, use of the corresponding polypeptides and other gene products to raise antibodies, and 
^ use of the polynucleotides and their encoded gene products for therapeutic and diagnostic purposes. 
Polynucleotide Compositions 

The scope of the invention with respect to polynucleotide compositions includes, but is not 

15 necessarily limited to, polynucleotides having a sequence set forth in any one of SEQ IDNOS:1-6010; " 
polynucleotides obtained from the biological materials described herein or other biological sources 
(particularly human sources) by hybridization under stringent conditions (particularly conditions of 
high stringency); genes corresponding to the provided polynucleotides; variants of the provided 
polynucleotides and their corresponding genes, particularly those variants that retain a biological 

20 activity of the encoded gene product (e.g. , a biological activity ascribed to a gene product 

corresponding to the provided polynucleotides as a result of the assignment of the gene product to a 
protein family(ies) and/or identification of a functional domain present in the gene product)* Other , 
nucleic acid compositions contemplated by and within the scope of the present invention will be readily 
apparent to one of ordinary skill in the art when provided with the disclosure here, "Polynucleotide" 

25 and "nucleic acid" as used herein with reference to nucleic acids of the composition is not intended to 
be limiting as to the length or structure of the nucleic acid unless specifically indicated 

The invention features polynucleotides that are expressed in human tissue, especially human 
colon, prostate, breast, lung and/or endothelial tissue. Novel nucleic acid compositions of the invention 
of particular interest comprise a sequence set forth in any one of SEQ ID NOS: 1-6010 or an 

30 identifying sequence thereof. An "identifying sequence" is a contiguous sequence of residues at least 
about 10 nt to about 20 nt in length, usually at least about 50 nt to about 100 nt in length, that uniquely 
identifies a polynucleotide sequence, e.g., exhibits less than 90%, usually less than about 80% to about 
85% sequence identity to any contiguous nucleotide sequence of more than about 20 nt Thus, the 
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subject novel nucleic acid compositions include full length cDNAs or mKNAs that encompass an 
identifying sequence of contiguous nucleotides from any one of SEQ ID NOS: 1-6010. 

The polynucleotides of the invention also include polynucleotides having sequence similarity 
or sequence identity. Nucleic acids having sequence similarity are detected by hybridization under low 
5 stringency conditions, for example, at 50°C and 10XSSC (0.9 M saline/0.09 M sodium citrate) and 
remain bound when subjected to washing at 55°C in 1XSSC. Sequence identity can be determined by 
hybridization under stringent conditions, for example, at 50°C or higher "and 0.1XSSC (9 mM 
saline/0.9 mM sodium citrate). Hybridization methods and conditions are well known in the art, see, 
e.g., USPN 5,707,829. Nucleic acids that are substantially identical to the provided polynucleotide 

10 sequences, e.g. allelic variants, genetically altered versions of the gene, etc., bind to the provided 

polynucleotide sequences ( SEQ ID NOS: 1-6010) under stringent hybridization conditions. By using 
* probes, particularly labeled probes of DNA sequences, one can isolate homologous or related genes. 
The source of homologous genes can be any species, e.g. primate species, particularly human; rodents, 
such as rats and mice; canines, felines, bovines, ovines, equines, yeast, nematodes, etc. 

15 Preferably, hybridization is performed using at least 15 contiguous nucleotides (nt) of at least 

one of SEQ ID NOS: 1-6010. That is, when at least 15 contiguous nt of one of the disclosed SEQ ID 
NOS. is used as a probe, the probe will preferentially hybridize with a nucleic acid comprising the 
complementary sequence, allowing the identification and retrieval of the nucleic acids that uniquely 
hybridize to the selected probe. Probes from more than one SEQ ID NO. can hybridize with the same 

20 nucleic acid if the cDNA from which they were derived corresponds to one mRNA. Probes of more 
than 15 nt can be used, e.g., probes of from about 1 8 nt to about 100 nt, but 15 nt represents sufficient 
sequence for unique identificatioa 

The polynucleotides of the invention also include naturally occurring variants of the nucleotide 
sequences (e.g., degenerate variants, allelic variants, etc.). Variants of the polynucleotides of the 

25 invention are identified by hybridization of putative variants with nucleotide sequences disclosed 

herein, preferably by hybridization under stringent conditions. For example, by using appropriate wash 
conditions, variants of the polynucleotides of the invention can be identified where the allelic variant 
exhibits at most about 25-30% base pair (bp) mismatches relative to the selected polynucleotide probe. 
In general, allelic variants contain 15-25% bp mismatches, and can contain as little as even 5-15%, or 

30 2-5%, or 1-2% bp mismatches, as well as a single bp mismatch. 

The invention also encompasses homologs corresponding to the polynucleotides of SEQ ID 
NOS: 1-6010, where the source of homologous genes can be any mammalian species, e.g., primate 
species, particularly human; rodents, such as rats; canines, felines, bovines, ovines, equines, yeast, 
nematodes, etc. Between mammalian species, e.g., human and mouse, homologs generally have 

6 
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substantial sequence similarity, e.g., at least 75% sequence identity, usually at least 90%, more usually 
at least 95% between nucleotide sequences. Sequence similarity is calculated based on a reference 
sequence, which may be a subset of a larger sequence, such as a conserved motif, coding region, 
flanking region, etc. A reference sequence will usually be at least about 1 8 contiguous nt long, more 

5 usually at least about 30 nt long, and may extend to the complete sequence that is being compared 
Algorithms for sequence analysis are known in the art, such as gapped BLAST, described in Altschul, 
et al. Nucleic Acids Res. (1997) 25:3389-3402. 

In general, variants of the invention have a sequence identity greater than at least about 65%, 
preferably at least about 75%, more preferably at least about 85%, and can be greater than at least 

10 about 90% or more as determined by the Smith-Waterman homology search algorithm as implemented 
in MPSRCH program (Oxford Molecular). For the purposes of this invention, a preferred method of 
calculating percent identity is the Smith-Waterman algorithm, using the following. Global DNA 
sequence identity must be greater than 65% as determined by the Smith-Waterman homology search 
algorithm as implemented in MPSRCH program (Oxford Molecular) using an affine gap search with 

15 the following search parameters: gap open penalty, 12; and gap extension penalty, 1. 

The subject nucleic acids can be cDNAs or genomic DNAs, as well as fragments thereof 
particularly fragments that encode a biologically active gene product and/or are useful in the methods 
disclosed herein (e.g., in diagnosis, as a unique identifier of a differentially expressed gene of interest, 
etc.). The term "cDNA" as used herein is intended to include all nucleic acids that share the 

20 arrangement of sequence elements found in native mature mRNA species, where sequence elements are 
exons and 3' and 5' non-coding regions. Normally mRNA species have contiguous exons, with the 
intervening introns, when present, being removed by nuclear RNA splicing, to create a continuous open 
reading frame encoding a polypeptide of the invention. 

A genomic sequence of interest comprises the nucleic acid present between the initiation codon 

25 and the stop codon, as defined in the listed sequences, including all of the introns that are normally 
present in a native chromosome. It can further include the 3 ' and 5' untranslated regions found in the 
mature mRNA. It can further include specific transcriptional and translational regulatory sequences, 
such as promoters, enhancers, etc., including about 1 kb, but possibly more, of flanking genomic DNA 
at either the 5' and 3' end of the transcribed regioa The genomic DNA can be isolated as a fragment 

30 of 100 kbp or smaller; and substantially free of flanking chromosomal sequence. The genomic DNA 
flanking the coding region, either 3* and 5', or internal regulatory sequences as sometimes found in 
introns, contains sequences required for proper tissue, stage-specific, or disease-state specific 
expression. 
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The nucleic acid compositions of the subject invention can encode all or a part of the subject 
polypeptides. Double or single stranded fragments can be obtained from the DNA sequence by 

chemically synthesizing oligonucleotides in accordance with conventional methods, by restriction 

i 

enzyme digestion, by PCR amplification, etc. Isolated polynucleotides and polynucleotide fragments 
5 of the invention comprise at least about 10, about 15, about 20, about 35, about 50, about 100, about 
150 to about 200, about 250 to about 300, or about 350 contiguous nt selected from the polynucleotide 
sequences as shown in SEQ ID NOS: 1-6010. For the most part, fragments will be of at least 15 nt, 
usually at least 1 8 nt or 25 nt, and up to at least about 50 contiguous nt in length or more. In a 
preferred embodiment, the polynucleotide molecules comprise a contiguous sequence of at least 12 nt 

10 selected from the group consisting of the polynucleotides shown in SEQ ID NOS: 1-60 10. 

Probes specific to the polynucleotides of the invention can be generated using the 
' polynucleotide sequences disclosed in SEQ IDNOS:1-6010. The probes are preferably at least about 
12, 15, 16, 18, 20, 22, 24, or 25 nt fragment of a corresponding contiguous sequence of SEQ ID 
NOS:1-6010, and can be less than 2, 1, 0.5, 0.1, or 0.05 kb in length. The probes can be synthesized 

15 chemically or can be generated from longer polynucleotides using restriction enzymes. The probes can 
be labeled, for example, with a radioactive, biotinylated, or fluorescent tag. Preferably, probes are 
designed based upon an identifying sequence of a polynucleotide of one of SEQ ID NOS:1-6010. 
More preferably, probes are designed based on a contiguous sequence of one of the subject 
polynucleotides that remain unmasked following application of a masking program for masking low 

20 complexity (e.g.,XBLAST) to the sequence., ie. 9 one would select an unmasked region, as indicated by 
the polynucleotides outside the poly-n stretches of the masked sequence produced by the masking 
program. 

The polynucleotides of the subject invention are isolated and obtained in substantial purity, 
generally as other than an intact chromosome. Usually, the polynucleotides, either as DNA or RNA, 

25 will be obtained substantially free of other naturally-occurring nucleic acid sequences, generally being 
at least about 50%, usually at least about 90% pure and are typically "recombinant," e.g., flanked by 
one or more nucleotides with which it is not normally associated on a naturally occurring chromosome. 

The polynucleotides of the invention can be provided as a linear molecule or within a circular 
molecule, and can be provided within autonomously replicating molecules (vectors) or within 

30 molecules without replication sequences. Expression of the polynucleotides can be regulated by then- 
own or by other regulatory sequences known in the art. The polynucleotides of the invention can be 
introduced into suitable host cells using a variety of techniques available in the art, such as transferrin 
polycation-mediated DNA transfer, transfection with naked or encapsulated nucleic acids, liposome- 

8 
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mediated DNA transfer, intracellular transportation of DNA-coated latex beads, protoplast fusion, viral 
infection, electroporation, gene gun, calcium phosphate-mediated transfection, and the like. 

The subject nucleic acid compositions can be used to, for example, produce polypeptides, as 
probes for the detection of mKNA of the invention in biological samples (e.g., extracts of human cells) 
to generate additional copies of the polynucleotides, to generate ribozymes or antisense 
oligonucleotides, and as single stranded DNA probes or as triple-strand forming oligonucleotides. The 
probes described herein can be used to, for example, determine the presence or absence of the 
polynucleotide sequences as shown in SEQIDNOS:1-6010 or variants thereof iriasample. These 
and other uses are described in more detail below. 

Use of Polynucleotides to Obtain Full-Length cDNA. Gene, and Promoter Region 

In one embodiment, the polynucleotides are useful as starting materials to construct larger 
molecules. In one example, the polynucleotides of the invention are used to construct polynucleotides 
that encode a larger polypeptide (e.g., up to the full-length native polypeptide as well as fusion proteins 
comprising all or a portion of the native polypeptide) or may be used to produce haptens of the 
polypeptide {e.g. , polypeptides useful to generate antibodies). 

In one particular example, the polynucleotides of the invention are used to make or isolate 
cDNA molecules encoding all or portion of a naturally-occuring polypeptide. Full-length cDNA 
molecules comprising the disclosed polynucleotides are obtained as follows. A polynucleotide having a 
sequence of one of SEQ ID NOS: 1-6010, or a portion thereof comprising at least 12, 15, 18, or 20 nt, 
is used as a hybridization probe to detect hybridizing members of a cDNA library using probe design 
methods, cloning methods, and clone selection techniques such as those described in USPN 5,654, 173. 
Libraries of cDNA are made from selected tissues, such as normal or tumor tissue, or from tissues of a 
mammal treated with, for example, a pharmaceutical agent Preferably, the tissue is the same as the 
tissue from which the polynucleotides of the invention were isolated, as both the polynucleotides 
described herein and the cDNA represent expressed genes. Most preferably, the cDNA library is made 
from the biological material described herein in the Examples. The choice of cell type for library, 
construction can be made after the identity of the protein encoded by the gene corresponding to the 
polynucleotide of the invention is known. This will indicate which tissue and cell types are likely to 
express the related gene, and thus represent a suitable source for the mRNA for generating the cDNA. 
Where the provided polynucleotides are isolated from cDNA libraries, the libraries are prepared from 
mRNA of human colon cells, more preferably, human colon cancer cells, even more preferably, from a 
highly metastatic colon cell, Kml2L4-A. 

Techniques for producing and probing nucleic acid sequence libraries are described, for 
example, in Sambrook et al., Molecular Cloning: A Laboratory Manual, 2nd Ed., (1989) Cold Spring 
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Harbor Press, Cold Spring Harbor, NY. the cDNA can be prepared by using primers based on 
polynucleotides comprising a sequence of SEQ IDNOS:1-6010. In one embodiment, the cDNA 
library can be made from only poly-adenylated mRNA. Thus, poly-T primers can be used to prepare 
cDNA from the mRNA. 

Members of the library that are larger than the provided polynucleotides, and preferably that 
encompass the complete coding sequence of the native message, are obtained In order to confinn that 
the entire cDNA has been obtained, RNA protection experiments are performed as follows. 
Hybridization of a full-length cDNA to an mRNA will protect the RNA from RNase degradation. If 
the cDNA is not full length, then the portions of the mRNA that are not hybridized will be subject to 
RNase degradation. This is assayed, as is known in the art, by changes in electrophoretic mobility on 
polyacrylamide gels, or by detection of released monoribonucleotides. Sambrook et al., Molecular 
Cloning: A Laboratory Manual, 2nd Ed., (1989) Cold Spring Harbor Press, Cold Spring Harbor, NY. 
In order to obtain additional sequences 5 1 to the end of a partial cDNA, 5 1 RACE (PCR Protocols: A 
Guide to Methods and Applications, (1990) Academic Press, Inc.) can be performed. 

Genomic DNA is isolated using the provided polynucleotides in a manner similar to the 
isolation of fiill-length cDNAs. Briefly, the provided polynucleotides, or portions thereof, are used as 
probes to libraries of genomic DNA. Preferably, the libraiy is obtained from the cell type that was 
used to generate the polynucleotides of the invention, but this is not essential. Most preferably, the 
genomic DNA is obtained from the biological material described herein in the Examples. Such 
libraries can be in vectors suitable for carrying large segments of a genome, such as PI or YAC, as 
described in detail in Sambrook et al., supra, 9.4-9.30. In addition, genomic sequences can be isolated 
from human BAC libraries, which are commercially available from Research Genetics, Inc., Huntsville, 
Alabama, USA, for example. In order to obtain additional 5* or 3* sequences, chromosome walking is 
performed, as described in Sambrook et al., suoh that acpacent and overlapping fragments of genomic 
DNA are isolated. These are mapped and pieced together, as is known in the art, using restriction 
digestion enzymes and DNA ligase. 

Using the polynucleotide sequences of the invention, corresponding full-length genes can be 
isolated using both classical and PCR methods to construct and probe cDNA libraries. Using either 
method, Northern blots, preferably, are performed on a number of cell types to determine which cell 
lines express the gene of interest at the highest level. Classical methods of constructing cDNA libraries 
are taught in Sambrook et al., supra. With these methods, cDNA can be produced from mRNA and 
inserted into viral or expression vectors. Typically, libraries of mRNA comprising poly(A) tails can be 
produced with poly(T) primers. Similarly, cDNA libraries can be produced using the instant sequences 
as primers. 
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PCR methods are used to amplify the members of a cDNA library that comprise the desired 
insert In this case, the desired insert will contain sequence from the full length cDNA that corresponds 
to the instant polynucleotides. Such PCR methods include gene trapping and RACE methods. Gene 
trapping entails inserting a member of a cDNA library into a vector. The vector then is denatured to 
5 produce single stranded molecules. Next, a substrate-bound probe, such as a biotinylated oligo, is used 
to trap cDNA inserts of interest Biotinylated probes can be linked to an avidin-bound solid substrate. 
PCR methods can be used to amplify the trapped cDNA. To trap sequences corresponding to the full 
length genes, the labeled probe sequence is based on the polynucleotide sequences of the invention. 
Random primers or primers specific to the library vector can be used to amplify the trapped cDNA. 
1 0 Such gene trapping techniques are described in Gruber et aL, WO 95/04745 and Gruber et aL, USPN 
5,500,356. Kits are commercially available to perform gene trapping experiments from, for example, 
Life Technologies, Gaithersburg, Maryland, USA. 

i 

"Rapid amplification of cDNA ends," or RACE, is a PCR method of amplifying cDNAs from 
a number of different RNAs. The cDNAs are ligated to an oligonucleotide linker, and amplified by 

15 PCR using two primers. One primer is based on sequence from the instant polynucleotides, for which 
full length sequence is desired, and a second primer comprises sequence that hybridizes to the 
oligonucleotide linker to amplify the cDNA. A description of this method is reported in WO 
97/191 10. In preferred embodiments of RACE, a common primer is designed to anneal to an arbitrary 
adaptor sequence ligated to cDNA ends (Apte and Siebert, Biotechniques (1993) 15:890-893; Edwards 

20 et al., Nuc. Acids Res. (1991) 19:5227-5232). When a single gene-specific RACE primer is paired 
with the common primer, preferential amplification of sequences between the single gene specific 
primer and the common primer occurs. Commercial cDNA pools modified for use in RACE are 
available. 

Another PCR-based method generates full-length cDNA library with anchored ends without 
25 needing specific knowledge of the cDNA sequence. The method uses lock-docking primers (I-VI), 
where one primer, poly TV (L-JB) locks over the polyA tail of eukaryotic mRNA producing first strand 
synthesis and a second primer, polyGH (IV- VI) locks onto the polyC tail added by terminal 
deoxynucleotidyl transferase (TdT)(see, e.g., WO 96/40998). 

The promoter region of a gene generally is located 5' to the initiation site for RNA polymerase 
30 E Hundreds of promoter regions contain the "TATA" box, a sequence such as TATTA or TATAA, 
which is sensitive to mutations. The promoter region can be obtained by performing 5' RACE using a 
primer from the coding region of the gene. Alternatively, the cDNA can be used as a probe for the 
genomic sequence, and the region 5* to the coding region is identified by "walking up." If the gene is 
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highly expressed or differentially expressed, the promoter from the gene can be of use in a regulatory 
construct for a heterologous gene. 

Once the full-length cDNA or gene is obtained, DNA encoding variants can be prepared by 
site-directed mutagenesis, described in detail in Sambrook et al, 15.3-15.63. The choice of codon or 
nucleotide to be replaced can be based on disclosure herein on optional changes in amino acids to 
achieve altered protein structure and/or function. 

As an alternative method to obtaining DNA or RNA from a biological material, nucleic acid 
comprising nucleotides having the sequence of one or more polynucleotides of the invention can be 
synthesized. Thus, the invention encompasses nucleic acid molecules ranging in length from 15 nt 
(corresponding to at least 15 contiguous nt of one of SEQ ID NOS.1-6010) up to a maximum length 
suitable for one or more biological manipulations, including replication and expression, of the nucleic 
acid molecule. The invention includes but is not limited to (a) nucleic acid having the size of a full 
gene, and comprising at least one of SEQ ID NOS: 1-60 10; (b) the nucleic acid of (a) also comprising 
at least one additional gene, operably linked to pennit expression of a fusion protein; (c) an expression 
vector comprising (a) or (b); (d) a plasmid comprising (a) or (b); and (e) a recombinant viral particle 
comprising (a) or (b). Once provided with the polynucleotides disclosed herein, construction or 
preparation of (a) - (e) are well within the skill in the art. 

The sequence of a nucleic acid comprising at least 15 contiguous nt of at least any one of SEQ 
IDNOS:1-6010, preferably the entire sequence of at least any one of SEQ IDNOS:1-6010, is not 
limited and can be any sequence of A, T, G, and/or C (for DNA) and A, U, G, and/or C (for RNA) or 
modified bases thereof, including inosine and pseudouridine. The choice of sequence will depend on 
the desired function and can be dictated by coding regions desired, the intron-like regions desired, ancl 
the regulatory regions desired. Where the entire sequence of any one of SEQ ID NOS: 1-6010 is within 
the nucleic acid, the nucleic acid obtained is referred to herein as a polynucleotide comprising the 
sequence of any one of SEQ ID NOS:1-6010. 

Expression of Polypeptide Encoded bv Full-Length cDNA or Full-Leneth Gene 

The provided polynucleotides (e.g., a polynucleotide having a sequence of one of SEQ ID 
NOS.1-6010), the corresponding cDNA, or the full-length gene is used to express a partial or complete 
gene product. Constructs of polynucleotides having sequences of SE^J ED NOS: 1-6010 can also be 
generated synthetically. Alternatively, single-step assembly of a gene and entire plasmid from large 
numbers of oligodeoxyribonucleotides is described by, e.g., Stemmer et aL, Gene (Amsterdam) (1995) 
164(l):49-53. In this method, assembly PCR (the synthesis of long DNA sequences from large 
numbers of oligodeoxyribonucleotides (oligos)) is described. The method is derived from DNA 
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shuffling (Stemmer, Nature (1994) 370:389-391), and does not rely on DNA ligase, but instead relies 
on DNA polymerase to build increasingly longer DNA fragments during the assembly process. 

Appropriate polynucleotide constructs are purified using standard recombinant DNA 
techniques as described in, for example, Sambrook et al. t Molecular Cloning: A Laboratory Manual, 

5 2nd Ed. ,(1989) Cold Spring Harbor Press, Cold Spring Harbor, NY, and under current regulations 
described in United States Dept. of HHS, National Institute of Health (NIH) Guidelines for 
Recombinant DNA Research. The gene product encoded by a polynucleotide of the invention is 
expressed in any expression system, including, for example, bacterial, yeast, insect, amphibian and 
mammalian systems. Vectors, host cells and methods for obtaining expression in same are well known 

10 in the art. Suitable vectors and host cells are described in USPN 5,654,173. 

Polynucleotide molecules comprising a polynucleotide sequence provided herein are generally 
propagated by placing the molecule in a vector. Viral and non-viral vectors are used, including 
plasmids. The choice of plasmid will depend on the type of cell in which propagation is desired and the 
purpose of propagation. Certain vectors are useful for amplifying and making large amounts of the 

15 desired DNA sequence. Other vectors are suitable for expression in cells in culture. Still other vectors 
are suitable for transfer and expression in cells in a whole animal or person. The choice of appropriate 
vector is well within the skill of the art. Many such vectors are available commercially. Methods for 
preparation of vectors comprising a desired sequence are well known in the art 

The polynucleotides set forth in SEQ ID NOS:1-6010 or their corresponding full-length 

20 polynucleotides are linked to regulatory sequences as appropriate to obtain the desired expression 
properties. These can include promoters (attached either at the 5' end of the sense strand or at the 3' 
end of the antisense strand), enhancers, terminators, operators, repressors, and inducers. The 
promoters can be regulated or constitutive. In some situations it may be desirable to use conditionally 
active promoters, such as tissue-specific or developmental stage-specific promoters. These are linked 

25 to the desired nucleotide sequence using the techniques described above for linkage to vectors. Any 
techniques known in the art can be used 

When any of the above host cells, or other appropriate host cells or organisms, are used to 
replicate and/or express the polynucleotides or nucleic acids of the invention, the resulting replicated 
nucleic acid, KNA, expressed protein or polypeptide, is within the scope of the invention as a product 

30 of the host cell or organism. The product is recovered by any appropriate means known in the art 
Once the gene corresponding to a selected polynucleotide is identified, its expression can be 
regulated in the cell to which the gene is native. For example, an endogenous gene of a cell can be 
regulated by an exogenous regulatory sequence as disclosed in USPN 5,64 1,670. 
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Identification of Functional and Structural Motifs 

Translations of the nucleotide sequence of the provided polynucleotides, cDNAs or full genes 
can be aligned with individual known sequences. Similarity with individual sequences can be used to 
determine the activity of the polypeptides encoded by the polynucleotides of the invention. Also, 
5 sequences exhibiting similarity with more than one individual sequence can exhibit activities that are 
characteristic of either or both individual sequences. 

The full length sequences and fragments of the polynucleotide sequences of the nearest 
neighbors can be used as probes and primers to identify and isolate the full length sequence 
corresponding to provided polynucleotides. The nearest neighbors can indicate a tissue or cell type to 
1 0 be used to construct a library for the full-length sequences corresponding to the provided 
polynucleotides. 

Typically, a selected polynucleotide is translated in all six frames to determine the best 
alignment with the individual sequences. The sequences disclosed herein in the Sequence Listing are in 
a 5' to 3' orientation and translation in three frames can be sufficient (with a few specific exceptions as 

15 described in the Examples). These amino acid sequences are referred to, generally, as query sequences, 
which will be aligned with the individual sequences. Databases with individual sequences are 
described in "Computer Methods for Macromolecular Sequence Analysis" Methods in Enzymology 
(1996) 266, Doolittle, Academic Press, Inc., a division of Harcourt Brace & Co., San Diego, 
California, USA. Databases include GenBank, EMBL, and DNA Database of Japan (DDBJ). 

20 Query and individual sequences can be aligned using the methods and computer programs 

described above, and include BLAST 2.0, available over the world wide web at a site supported by the 
National Center for Biotechnology Information, which is supported by the National Library of 
Medicine and the National Institutes of Health. See also Altschul, et al. Nucleic Acids Res. (1997) 
25:3389-3402. Another alignment algorithm is Fasta, available in the Genetics Computing Group 

25 (GCG) package, Madison, Wisconsin, USA, a wholly owned subsidiary of Oxford Molecular Group, 
Inc. Other techniques for alignment are described in Doolittle, supra. Preferably, an alignment 
program that permits gaps in the sequence is utilized to align the sequences. The Smith-Waterman is 
one type of algorithm that permits gaps in sequence alignments. See Meth. Mol. Biol. (1997) 70: 173- 
187. Also, the GAP program using the Needleman and Wunsch alignment method can be utilized to 

30 align sequences. An alternative search strategy uses MPSRCH software, which runs on a MASPAR 
computer. MPSRCH uses a Smith- Waterman algorithm to score sequences on a massively parallel 
computer. This approach improves ability to identify sequences that are distantly related matches, and 
is especially tolerant of small gaps and nucleotide sequence errors. Amino acid sequences encoded by 
the provided polynucleotides can be used to search both protein and DNA databases. Incorporated 
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herein by reference are all sequences that have been made public as of the filing date of this application 
by any of the DNA or protein sequence databases, including the patent databases (e.g., GeneSeq). 
Also incorporated by reference are those sequences that have been submitted to these databases as of 
the filing date of the present application but not made public until after the filing date of the present 
5 application. 

Results of individual and query sequence alignments can be divided into three categories: higji 
similarity, weak similarity, and no similarity. Individual alignment results ranging from high similarity 
to weak similarity provide a basis for determining polypeptide activity and/or structure. Parameters for 
categorizing individual results include: percentage of the alignment region length where the strongest 

1 0 alignment is found, percent sequence identity, and p value. The percentage of the alignment region 
length is calculated by counting the number of residues of the individual sequence found in the region 
. of strongest alignment, e.g., contiguous region of the individual sequence that contains the greatest 
number of residues that are identical to the residues of the corresponding region of the aligned query 
sequence. This number is divided by the total residue length of the query sequence to calculate a 

1 5 percentage. For example, a query sequence of 20 amino acid residues might be aligned with a 20 

amino acid region of an individual sequence. The individual sequence might be identical to amino acid 
residues 5, 9-15, and 17-19 of the query sequence. The region of strongest alignment is thus the region 
stretching from residue 9-19, an 1 1 amino acid stretch. The percentage of the alignment region length 
is: 1 1 (length of the region of strongest alignment) divided by (query sequence length) 20 or 55%. 

20 Percent sequence identity is calculated by counting the number of amino acid matches between 

the query and individual sequence and dividing total number of matches by the number of residues of 
the individual sequences found in the region of strongest alignment Thus, the percent identity in the 
example above would be 10 matches divided by 1 1 amino acids, or approximately, 90.9% 

P value is the probability that the alignment was produced by chance. For a single alignment, 

25 the p value can be calculated according to Karlin et al., Proc. Natl. Acad. Sci. (1990) 87:2264 and 
Karlin et al., Proc. Natl. Acad. Sci. (1993) 90. The p value of multiple alignments using the same 
query sequence can be calculated using an heuristic approach described in Altschul et al., Nat. Genet. 
(1994)6:119. Alignment programs such as BLAST program can calculate the p value. See also 
Altschul et al, Nucleic Acids Res. (1997) 25:3389-3402. 

30 Another factor to consider for determining identity or similarity is the location of the similarity 

or identity. Strong local alignment can indicate similarity even if the length of alignment is short. 
Sequence identity scattered throughout the length of the query sequence also can indicate a similarity 
between the query and profile sequences. The boundaries of the region where the sequences align can 
be determined according to Doolittle, supra; BLAST 2.0 (see, e.g., Altschul, et al. Nucleic Acids Res. 



BNSDOCID: <WO 0214500A2_L> 



WO 02/14500 



PCT/US01/25840 



(1997) 25:3389-3402) or FAST programs; or by determining the area where sequence identity is 
highest 

High Similarity. In general, in alignment results considered to be of high similarity, the 
percent of the alignment region length is typically at least about 55% of total length query sequence; 

5 more typically, at least about 58%; even more typically; at least about 60% of the total residue length 
of the query sequence. Usually, percent length of the alignment region can be as much as about 62%; 
more usually, as much as about 64%; even more usually, as much as about 66%. Further, for high 
similarity, the region of alignment, typically, exhibits at least about 75% of sequence identity; more 
typically, at least about 78%; even more typically; at least about 80% sequence identity. Usually, 

10 percent sequence identity can be as much as about 82%; more usually, as much as about 84%; even 
more usually, as much as about 86%. 

The p value is used in conjunction with these methods. If high similarity is found, the query 
sequence is considered to have high similarity with a profile sequence when the p value is less than or 
equal to about 10e-2; more usually; less than or equal to about 10e-3; even more usually; less than or 

15 equal to about 10e-4. More typically, the p value is no more than about 10e-5; more typically; no more 
than or equal to about 10e-10; even more typically, no more than or equal to about 10e-15 for the 
query sequence to be considered high similarity. 

Weak Similarity. In general, where alignment results considered to be of weak similarity, there 
is no minimum percent length of the alignment region nor minimum length of alignment A better 

20 showing of weak similarity is considered when the region of alignment is, typically, at least about 15 
amino acid residues in length; more typically, at least about 20; even more typically, at least about 25 
amino acid residues in length. Usually, length of the alignment region can be as much as about 30 
amino acid residues; more usually, as much as about 40; even more usually, as much as about 60 
amino acid residues. Further, for weak similarity, the region of alignment, typically, exhibits at least 

25 about 35% of sequence identity; more typically, at least about 40%; even more typically, at least about 
45% sequence identity. Usually, percent sequence identity can be as much as about 50%; more 
usually, as much as about 55%; even more usually, as much as about 60%. 

If low similarity is found, the queiy sequence is considered to have weak similarity with a 
profile sequence when the p value is usually less than or equal to about 10e-2; more usually, less than 

30 or equal to about 10e-3; even more usually; less than or equal to about 10e-4. More typically, the p 
value is no more than about 10e-5; more usually; no more than or equal to about 10e-10; even more 
usually, no more than or equal to about 10e-15 for the query sequence to be considered weak similarity. 

Similarity Determined bv Sequence Identity Alone . Sequence identity alone can be used to 
determine similarity of a query sequence to an individual sequence and can indicate the activity of the 
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sequence. Such an alignment, preferably, permits gaps to align sequences. Typically, the query 
sequence is related to the profile sequence if the sequence identity over the entire query sequence is at 
least about 15%; more typically, at least about 20%; even more typically, at least about 25%; even 
more typically, at least about 50%. Sequence identity alone as a measure of similarity is most useful 
when the query sequence is usually, at least 80 residues in length; more usually, at least 90 residues in 
length; even more usually, at least 95 amino acid residues in length. More typically, similarity can be 
concluded based on sequence identity alone when the query sequence is preferably 100 residues in 
length; more preferably, 120 residues in length; even more preferably, 150 amino acid residues in 
length. 

Alignments with Profile and Multiple Aligned Sequences. Translations of the provided 
polynucleotides can be aligned with amino acid profiles that define either protein families or common 
motifs. Also, translations of the provided polynucleotides can be aligned to multiple sequence 
alignments (MSA) comprising the polypeptide sequences of members of protein families or motifs. 
Similarity or identity with profile sequences or MSAs can be used to determine the activity of the gene 
products (e.g., polypeptides) encoded by the provided polynucleotides or corresponding cDNA or 
genes. For example, sequences that show an identity or similarity with a chemokine profile or MSA 
can exhibit chemokine activities. 

Profiles can be designed manually by (1) creating an MSA, which is an alignment of the amino 
acid sequence of members that belong to the family and (2) constructing a statistical representation of 
the alignment. Such methods are described, for example, in Birney et al., Nuci. Acid Res. (1996) 
24(14): 2730-2739. MSAs of some protein families and motifs are publicly available. For example, 
the Genome Sequencing Center at thw Washington University School of Medicine provides a web set 
(Pfam) which provides MSAs of 547 different families and motifs. These MSAs are described also in 
Sonnhammer et al, Proteins (1997) 28: 405-420. Other sources over the world wide web include the 
site supported by the European Molecular Biology Laboratories in Heidelberg, Germany. A brief 
description of these MSAs is reported in Pascareila et al., Prot. Eng. (1996) 9(3):249-251. Techniques 
for building profiles from MSAs are described in Sonnhammer et al., supra; Birney et al., supra; and 
"Computer Methods for Macromolecular Sequence Analysis," Methods in Enzymology (1996) 266, 
Doolittle, Academic Press, Inc., San Diego, California, USA. 

Similarity between a query sequence and a protein family or motif can be determined by (a) 
comparing the query sequence against the profile and/or (b) aligning the query sequence with the 
members of the family or motif Typically, a program such as Searchwise is used to compare the query 
sequence to the statistical representation of the multiple alignment, also known as a profile (see Birney 
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et al., supra). Other techniques to compare the sequence and profile are described in Sonnhammer et 
aL, supra and Doolittle, supra. 

Next, methods described by Feng et al., J. Mol. Evol. (1987) 25:351 and Higgins et aL, 
CABIOS (1989)5:151 can be used align the queiy sequence with the members of a family or motif; 
5 also known as a MSA. Sequence alignments can be generated using any of a variety of software tools. 
Examples include PileUp, which creates a multiple sequence alignment, «nd is described in Feng et aL, 
J. Mol. Evol. (1987) 25:35 1. Another method, GAP, uses the alignment method of Needleman et aL, J. 
Mol. Biol. (1970) 48:443. GAP is best suited for global alignment of sequences. A third method, 
BestFit, functions by inserting gaps to maximize the number of matches using the local homology 
10 algorithm of Smith et al., Adv. Appl. Math. (198 1) 2:482. In general, the following factors are used to 
determine if a similarity between a query sequence and a profile or MSA exists: (1) number of 
i conserved residues found in the query sequence, (2) percentage of conserved residues found in the 
query sequence, (3) number of frameshifts, and (4) spacing between conserved residues. 

Some alignment programs that both translate and align sequences can make any number of 
1 5 frameshifts when translating the nucleotide sequence to produce the best alignment. The fewer 

frameshifts needed to produce an alignment, the stronger the similarity or identity between the query 
and profile or MSAs. For example, a weak similarity resulting from no frameshifts can be a better 
indication of activity or structure of a query sequence, than a strong similarity resulting from two 
frameshifts. Preferably, three or fewer frameshifts are found in an alignment; more preferably two or 
20 fewer frameshifts; even more preferably, one or fewer frameshifts; even more preferably, no 
frameshifts are found in an alignment of query and profile or MSAs. 

Conserved residues are those amino acids found at a particular position in all or some of the 
family or motif members. Alternatively, a position is considered conserved if only a certain class of 
amino acids is found in a particular position in all or some of the family members. For example, the N- 
25 terminal position can contain a positively charged amino acid, such as lysine, arginine, or histidine. 

Typically, a residue of a polypeptide is conserved when a class of amino acids or a single 
amino acid is found at a particular position in at least about 40% of all class members; more typically, 
at least about 50%; even more typically, at least about 60% of the members. Usually, a residue is 
conserved when a class or single amino acid is found in at least about 70% of the members of a family 
30 or motif; more usually, at least about 80%; even more usually, at least about 90%; even more usually, 
at least about 95%. . 

A residue is considered conserved when three unrelated amino acids are found at a particular 
position in some or all of the members; more usually, two unrelated amino acids. These residues are 
conserved when the unrelated amino acids are found at particular positions in at least about 40% of all 
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class member; more typically, at least about 50%; even more typically, at least about 60% of the 
members. Usually, a residue is conserved when a class or single amino acid is found in at least about 
70% of the members of a family or motif; more usually, at least about 80%; even more usually, at least 
about 90%; even more usually, at least about 95%. 
5 A query sequence has similarity to a profile or MSA when the query sequence comprises at 

least about 25% of the conserved residues of the profile or MSA; more usually, at least about 30%; 
even more usually; at least about 40%. Typically, the query sequence has a stronger similarity to a 
profile sequence or MSA when the query sequence comprises at least about 45% of the conserved 
residues of the profile or MSA; more typically, at least about 50%; even more typically, at least about 
10 55%. 

Identification of Secreted & Membrane-Bound Polypeptides. Both secreted and membrane- 
bound polypeptides of the present invention are of particular interest For example, levels of secreted 
polypeptides can be assayed in body fluids that are convenient, such as blood, plasma, serum, and other 
body fluids such as urine, prostatic fluid and semen. Membrane-bound polypeptides are useful for 

15 constructing vaccine antigens or inducing an immune response. Such antigens would comprise all or 
part of the extracellular region of the membrane-bound polypeptides. Because both secreted and 
membrane-bound polypeptides comprise a fragment of contiguous hydrophobic amino acids, 
hydrophobicity predicting algorithms can be used to identify such polypeptides. 

A signal sequence is usually encoded by both secreted and membrane-bound polypeptide genes 

20 to direct a polypeptide to the surface of the cell. The signal sequence usually comprises a stretch of 
hydrophobic residues. Such signal sequences can fold into helical structures. Membrane-bound 
polypeptides typically comprise at least one transmembrane region that possesses a stretch of 
hydrophobic amino acids that can transverse the membrane. Some transmembrane regions also exhibit 
a helical structure, Hydrophobic fragments within a polypeptide can be identified by using computer 

25 algorithms. Such algorithms include Hopp & Woods, Proc. Natl. Acad. Sci. USA (198 1) 78:3824- 
3828; Kyte & Doolittle, J. Mol. Biol. (1982) 157: 105-132; and RAOAR algorithm, Degli Esposti et 
■L, Eur. J. Biochem. (1990) 190: 207-219. 

Another method of identifying secreted and membrane-bound polypeptides is to translate the 
polynucleotides of the invention in all six frames and determine if at least 8 contiguous hydrophobic 

30 amino acids are present. Those translated polypeptides with at least 8; more typically, 10; even more 
typically, 12 contiguous hydrophobic amino acids are considered to be either a putative secreted or 
membrane bound polypeptide. Hydrophobic amino acids include alanine, glycine, histidine, isoleucine, 
leucine, lysine, methionine, phenylalanine, proline, threonine, tiyptophan, tyrosine, and valine 
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Identificati on of the Function of an Expression Product of a Full-Length Gene 

Ribozymes, antisense constructs, and dominant negative mutants can be used to determine 
function of the expression product of a gene corresponding to a polynucleotide provided herein. These 
methods and compositions are particularly useful where the provided novel polynucleotide exhibits no 
significant or substantial homology to a sequence encoding a gene of known function. Antisense 
molecules and ribozymes can be constructed from synthetic polynucleotides. Typically, the 
phosphoramidite method of oligonucleotide synthesis is used. See Beaucage et al., Tet Lett. (1981) 
22:1859 andUSPN 4,668,777. Automated devices for synthesis are available to create 
oligonucleotides using this chemistry. Examples of such devices include Biosearch 8600, Models 392 
and 394 by Applied Biosystems, a division of Perkin-Elmer Corp., Foster City, California, USA; and 
Expedite by Perceptive Biosystems, Framingham, Massachusetts, USA. Synthetic RNA, phosphate 
analog oligonucleotides, and chemically derivatized oligonucleotides can also be produced, and can be 
covalently attached to other molecules. RNA oligonucleotides can be synthesized, for example, using 
RNA phosphoramidites. This method can be performed on an automated synthesizer, such as Applied 
Biosystems, Models 392 and 394, Foster City, California, USA. 

Phosphorothioate oligonucleotides can also be synthesized for antisense construction. A 
sulfurizing reagent, such as tetraethylthiruam disulfide (TETD) in acetonitrile can be used to convert 
the internucleotide cyanoethyl phosphite to the phosphorothioate triester within 15 minutes at room 
temperature. TETD replaces the iodine reagent, while all other reagents used for standard 
phosphoramidite chemistry remain the same. Such a synthesis method can be automated using Models 
392 and 394 by Applied Biosystems, for example. 

Oligonucleotides of up to 200 nt can be synthesized, more typically, 100 nt; more typically 50 
nt; even more typically, 30 to 40 nt. These synthetic fragments can be annealed and ligated together to 
construct larger fragments. See, for example, Sambrook et al., supra. Trans-cleaving catalytic RNAs 
(ribozymes) are RNA molecules possessing endoribonuclease activity. Ribozymes are specifically 
designed for a particular target, and the target message must contain a specific nucleotide sequence. 
They are engineered to cleave any RNA species site-specifically in the background of cellular RNA. 
The cleavage event renders the mRNA unstable and prevents protein expression. Importantly, 
ribozymes can be used to inhibit expression of a gene of unknown function for the purpose of 
determining its function in an in vitro or in vivo context, by detecting the phenotypic effect. One 
commonly used ribozyme motif is the hammerhead, for which the substrate sequence requirements are 
minimal. Design of the hammerhead ribozyme, as well as therapeutic uses of ribozymes, are disclosed 
in Usman et al., Current Opin. Struct. Biol. (1996) 6:527. Methods for production of ribozymes, 
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including hairpin structure ribozyme fragments, methods of increasing ribozyme specificity, and the 
like are known in the art 

The hybridizing region of the ribozyme can be modified or can be prepared as a branched 
structure as described in Horn and Urdea, Nucleic Acids Res. (1989) 17:6959. The basic structure of 
5 the ribozymes can also be chemically altered in ways familiar to those skilled in the art, and chemically 
synthesized ribozymes can be administered as synthetic oligonucleotide derivatives modified by 
monomelic units. In a therapeutic context, liposome mediated delivery of ribozymes improves cellular 
uptake, as described in Birikh et al., Eur. J. Biochem. (1997) 245:1. 

Antisense nucleic acids are designed to specifically bind to RNA, resulting in the formation of 
10 KNA-DNA or RNA-RNA hybrids, with an arrest of DNA replication, reverse transcription or 

messenger RNA translation. Antisense polynucleotides based on a selected polynucleotide sequence 
can interfere with expression of the corresponding gene. Antisense polynucleotides are typically 

, 

generated within the cell by expression from antisense constructs that contain the antisense strand as 
the transcribed strand. Antisense polynucleotides based on the disclosed polynucleotides will bind 
15 and/or interfere with the translation of mRNA comprising a sequence complementary to the antisense 
polynucleotide. The expression products of control cells and cells treated with the antisense construct 
are compared to detect the protein product of the gene corresponding to the polynucleotide upon which 
the antisense construct is based. The protein is isolated and identified using routine biochemical 
methods. 

20 Given the extensive background literature and clinical experience in antisense therapy, one 

skilled in the art can use selected polynucleotides of the invention as additional potential therapeutics. 
The choice of polynucleotide can be narrowed by first testing them for binding to "hot spot" regions of 
the genome of cancerous cells. If a polynucleotide is identified as binding to a "hot spot," testing the 
polynucleotide as an antisense compound in the corresponding cancer cells is warranted. 

25 As an alternative method for identifying function of the gene corresponding to a polynucleotide 

disclosed herein, dominant negative mutations are readily generated for corresponding proteins that are 
active as homomultimers. A mutant polypeptide will interact with wild-type polypeptides (made from 
the other allele) and form a non-functional multimer. Thus, a mutation is in a substrate-binding 
domain, a catalytic domain, or a cellular localization domain. Preferably, the mutant polypeptide will 

30 be overproduced. Point mutations are made that have such an effect. In addition, fusion of different 
polypeptides of various lengths to the terminus of a protein can yield dominant negative mutants. 
General strategies are available for making dominant negative mutants (see, e.g., Herskowitz, Nature 
(1987) 329:219). Such techniques can be used to create loss of function mutations, which are useful 
for determining protein function. 
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Polypeptides and Variants Thereof 

The polypeptides of the invention include those encoded by the disclosed polynucleotides, as 
well as nucleic acids that, by virtue of the degeneracy of the genetic code, are not identical in sequence 
to the disclosed polynucleotides. Thus, the invention includes within its scope a polypeptide encoded 
5 by a polynucleotide having the sequence of any one of SEQ ID NOS: 1 -6010 or a variant thereof 
In general, the term "polypeptide" as used herein refers to both the full length polypeptide 
encoded by the recited polynucleotide, the polypeptide encoded by the gene represented by the recited 
polynucleotide, as well as portions or fragments thereof. "Polypeptides" also includes variants of the 
naturally occurring proteins, where such variants are homologous or substantially similar to the 

10 naturally occurring protein, and can be of an origin of the same or different species as the naturally 
occurring protein (e.g., human, murine, or some other species that naturally expresses the recited 
* polypeptide, usually a mammalian species). In general, variant polypeptides have a sequence that has 
at least about 80%, usually at least about 90%, and more usually at least about 98% sequence identity 
with a differentially expressed polypeptide of the invention, as measured by BLAST 2.0 using the 

15 parameters described above. The variant polypeptides can be naturally or non-naturally glycosylated, 
i.e., the polypeptide has a glycosylation pattern that differs from the glycosylation pattern found in the 
corresponding naturally occurring protein. 

The invention also.encompasses homologs of the disclosed polypeptides (or fragments thereof) 
where the homologs are isolated from other species, i.e. other animal or plant species, where such 

20 homologs, usually mammalian species, e.g. rodents, such as mice, rats; domestic animals, e.g., horse, 
cow, dog, cat; and humans. By "homolog" is meant a polypeptide having at least about 35%, usually 
at least about 40% and more usually at least about 60% amino acid sequence identity to a particular 
differentially expressed protein as identified above, where sequence identity is determined using the 
BLAST 2.0 algorithm, with the parameters described supra 

25 In general, the polypeptides of the subject invention are provided in a non-naturally occurring 

environment, e.g. are separated from their naturally occurring environment. In certain embodiments, 
the subject protein is present in a composition that is enriched for the protein as compared to a control. 
As such, purified polypeptide is provided, where by purified is meant that the protein is present in a 
composition that is substantially free of non-differentially expressed polypeptides, where by 

30 substantially free is meant that less than 90%, usually less than 60% and more usually less than 5 0% of 
the composition is made up of non-differentially expressed polypeptides. 

Also within the scope of the invention are variants; variants of polypeptides include mutants, 
fragments, and fusions. Mutants can include amino acid substitutions, additions or deletions. The 
amino acid substitutions can be conservative amino acid substitutions or substitutions to eliminate non- 
22 



BNSDOCID: <WO 0214500A2J_> 



WO 02/14500 



PCTAJS01/25840 



essential amino acids, such as to alter a glycosylation site, a phosphorylation site or an acetylation site, 
or to minimize misfolding by substitution or deletion of one or more cysteine residues that are not 
necessary for function. Conservative amino acid substitutions are those that preserve the general 
charge, hydrophobicity/hydrophilicity, and/or steric bulk of the amino acid substituted Variants can 
5 be designed so as to retain or have enhanced biological activity of a particular region of the protein 
(e.g., a functional domain and/or, where the polypeptide is a member of a protein family, a region 
associated with a consensus sequence). Selection of amino acid alterations for production of variants 
can be based upon the accessibility (interior vs. exterior) of the amino acid (see, e.g., Go et al, Int. J. 
Peptide Protein Res. (1 980) 15:21 1), the thermostability of the variant polypeptide (see, e.g., Querol et 

10 al., Prot. Eng. (1996) 9:265), desired glycosylation sites (see, e.g., Olsen and Thomson, J. Gen. 
Microbiol. (1991) 137:579), desired disulfide bridges (see, e.g., Clarke et al., Biochemistry (1993) 
32:4322; and Wakarchuk et al., Protein Eng. (1994) 7: 1379), desired metal binding sites (see, e.g., 
Toma et al., Biochemistry (1991) 30:97, and Haezerbrouck et al., Protein Eng. (1993) 6:643), and 
desired substitutions within proline loops (see, e.g., Masul et al., Appl Env. Microbiol. (1994) 

15 60:3579). Cysteine-depleted muteins can be produced as disclosed in USPN 4,959,3 14. 

Variants also include fragments of the polypeptides disclosed herein, particularly haptens, 
biologically active fragments, and/or fragments corresponding to functional domains. Fragments of 
interest will typically be at least about 1 0 aa to at least about 15 aa in length, usually at least about 50 
aa in length, and can be as long as 300 aa in length or longer, but will usually not exceed about 1000 aa 

20 in length, where the fragment will have a stretch of amino acids that is identical to a polypeptide 
encoded by a polynucleotide having a sequence of any SEQ ID NOS:1-6010, or a homolog thereof. 
The protein variants described herein are encoded by polynucleotides that are within the scope of the 
invention. The genetic code can be used to select the appropriate codons to construct the 
corresponding variants. 

25 Computer-Related Embodiments 

In general, a library of polynucleotides is a collection of sequence information, which 
information is provided in either biochemical form (e.g., as a collection of polynucleotide molecules), 
or in electronic form (e.g., as a collection of polynucleotide sequences stored in a computer-readable 
form, as in a computer system and/or as part of a computer program). The sequence information of the 

30 polynucleotides can be used in a variety of ways, e.g., as a resource for gene discovery, as a 

representation of sequences expressed in a selected cell type (e.g., cell type markers), and/or as markers 
of a given disease or disease state. La general, a disease marker is a representation of a gene product . 
that is present in all cells affected by disease either at an increased or decreased level relative to a 
normal cell (e.g., a cell of the same or similar type that is not substantially affected by disease). For 
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example, a polynucleotide sequence in a library can be a polynucleotide that represents an mKNA, 
polypeptide, or other gene product encoded by the polynucleotide, that is either overexpressed or 
underexpressed in a breast ductal cell affected by cancer relative to a normal (i.e., substantially disease- 
free) breast cell. i 

The nucleotide sequence information of the libraiy can be embodied in any suitable form, e.g., 
electronic or biochemical forms. For example, a library of sequence information embodied in 
electronic form comprises an accessible computer data file (or; in biochemical form, a collection of 
nucleic acid molecules) that contains the representative nucleotide sequences of genes that are 
differentially expressed (e.g., overexpressed or underexpressed) as between, for example, i) a 
cancerous cell and a normal cell; ii) a cancerous cell and a dysplastic cell; iii) a cancerous cell and a cell 
affected by a disease or condition other than cancer; iv) a metastatic cancerous cell and a normal cell 
and/or non-metastatic cancerous cell; v) a malignant cancerous cell and a non-malignant cancerous cell 
(or a normal cell) and/or vi) a dysplastic cell relative to a normal cell. Other combinations and 
comparisons of cells affected by various diseases or stages of disease will be readily apparent to the 
ordinarily skilled artisan. Biochemical embodiments of the library include a collection of nucleic acids 
that have the sequences of the genes in the libraiy, where the nucleic acids can correspond to the entire 
gene in the libraiy or to a fragment thereof; as described in greater detail below. 

The polynucleotide libraries of the subject invention generally comprise sequence information 
of a plurality of polynucleotide sequences, where at least one of the polynucleotides has a sequence of 
any of SEQ ID NOS: 1-60 1 0. By plurality is meant at least 2, usually at least 3 and can include up to 
all of SEQ ID NOS: 1-6010. The length and number of polynucleotides in the library will vary with 
the nature of the library, e.g., if the library is an oligonucleotide array, a cDNA array, a computer 
database of the sequence information, etc. 

Where the libraiy is an electronic library, the nucleic acid sequence information can be present 
in a variety of media. "Media" refers to a manufacture, other than an isolated nucleic acid molecule, 
that contains the sequence information of fee present inventioa Such a manufacture provides the 
genome sequence or a subset thereof in a form that can be examined by means not directly applicable 
to the sequence as it exists in a nucleic acid. For example, the nucleotide sequence of the present 
invention, e.g. the nucleic acid sequences of any of the polynucleotides of SEQ ID NOS: 1-6010, can 
be recorded on computer readable media, e.g. any medium that can be read and accessed directly by a 
computer. Such media include, but are not limited to: magnetic storage media, such as a floppy disc, a 
hard disc storage medium, and a magnetic tape; optical storage media such as CD-ROM; electrical 
storage media such as RAM and ROM; and hybrids of these categories such as magnetic/optical 
storage media. One of skill in the art can readily appreciate how any of the presently known computer 
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readable mediums can be used to create a manufacture comprising a recording of the present sequence 
informatioa "Recorded" refers to a process for storing information on computer readable medium, 
using any such methods as known in the art. Any convenient data storage structure can be chosen, 
based on the means used to access the stored information. A variety of data processor programs and 

5 formats can be used for storage, e.g. word processing text file, database format, etc. In addition to the 
sequence information, electronic versions of the libraries of the invention can be provided in 
conjunction or connection with other computer-readable information and/or other types of computer- 
readable files (e.g., searchable files, executable files, etc, including, but not limited to, for example, 
search program software, etc.). 

10 By providing the nucleotide sequence in computer readable form, the information can be 

accessed for a variety of purposes. Computer software to access sequence information is publicly 
available. For example, the gapped BLAST (Altschul et al. Nucleic Acids Res. (1997) 25:3389-3402) 
and BLAZE (Brutlag et al. Comp. Chem. (1993) 17:203) search algorithms on a Sybase system can be 
used to identify open reading frames (ORFs) within the genome that contain homology to ORFs from 

15 other organisms. 

As used herein, "a computer-based system" refers to the hardware means, software means, arid 
data storage means used to analyze the nucleotide sequence information of the present invention. The 
minimum hardware of the computer-based systems of the present invention comprises a central 
processing unit (CPU), input means, output means, and data storage means. A skilled artisan can 
20 readily appreciate that any one of the currently available computer-based system are suitable for use in 
the present invention. The data storage means can comprise any manufacture comprising a recording 
of the present sequence information as described above, or a memory access means that can access 
such a manufacture. 

"Search means" refers to one or more programs implemented on the computer-based system, 
25 to compare a target sequence or target structural motif, or expression levels of a polynucleotide in a 
sample, with the stored sequence information. Search means can be used to identify fragments or 
regions of the genome that match a particular target sequence or target motif. A variety of known 
algorithms are publicly known and commercially available, e.g. MacPattern (EMBL), BLASTN and 
BLASTX (NCBI). A "target sequence" can be any polynucleotide or amino acid sequence of six or 
30 more contiguous nucleotides or two or more amino acids, preferably from about 10 to 100 amino acids 
or from about 30 to 300 nt A variety of comparing means can be used to accomplish comparison of 
sequence information from a sample (e.g., to analyze target sequences, target motifs, or relative 
expression levels) with the data storage means. A skilled artisan can readily recognize that any one of 
the publicly available homology search programs can be used as the search means for the computer 
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based systems of the present invention to accomplish comparison of target sequences and motifs. 
Computer programs to analyze expression levels in a sample and in controls are also known in the art 

A "target structural motif;" or "target motif;" refers to any rationally selected sequence or 
combination of sequences in which the sequenced) are chosen based on a three-dimensional 
5 configuration that is formed upon the folding of the target motif; or on consensus sequences of 

regulatory or active sites. There are a variety of target motifs known in the art Protein target motifs 
include, but arc not limited to, enzyme active sites and signal sequences. Nucleic acid target motifs 
include, but are not limited to, hairpin structures, promoter sequences and other expression elements 
such as binding sites for transcription factors. 

1 0 A variety of structural formats for the input and output means can be used to input and output 

the information in the computer-based systems of fee present invention. One format for an output 
means ranks the relative expression levels of different polynucleotides. Such presentation provides a 
skilled artisan with a ranking of relative expression levels to determine a gene expression profile. 

As discussed above, the "library" of the invention also encompasses biochemical libraries of 

15 the polynucleotides of SEQ ID NOS: 1-601 0 , e.g., collections of nucleic acids representing the 

provided polynucleotides. The biochemical libraries can take a variety of forms, e.g., a solution of 
cDNAs, a pattern of probe nucleic acids stably associated with a surface of a solid support (i.e., an 
an-ay) and the like. Of particular interest are nucleic acid arrays in which one or more of SEQ ID 
NOS : 1 -60 1 0 is represented on the airay. By array is meant a an article of manufacture that has at least # 

20 a substrate with at least two distinct nucleic acid targets on one of its surfaces, where the number of 
distinct nucleic acids can be considerably higher, typically being at least 10, usually at least 20, and 
often at least 25 distinct nucleic acid molecules. A variety of different array formats have been 
developed and are known to those of skill in the art. The airays of the subject invention find use in a 
variety of applications, including gene expression analysis, drug screening, mutation analysis and the 

25 like, as disclosed in the above-listed exemplary patent documents. 

In addition to the above nucleic acid libraries, analogous libraries of polypeptides are also 
provided, where the polypeptides of the library will represent at least a portion of the polypeptides 
encoded by a gene corresponding to one or more of SEQ IDNOS:1-6010, 
Utilities 

30 The polynucleotides of the invention are useful in a variety of applications. Exemplary utilies 

of the polynucleotides of the invention are described below. 

Construction of Larger Molecules : Recombinant DNAs and Nucleic Acid Multimers. In one 
embodiment of particular interest, the polynucleotides described herein as useful as the building blocks 
for larger molecules. In one example, the polynucleotide is a component of a larger cDNA molecule 
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which in turn can be adapted for expression in a host cell (e.g., a bacterial or eukaiyotic (e.g., yeast or 
mammalian) host cell). The cDNA can include, in addition to the polypeptide encoded by the starting 
material polynucleotide (ie., a polynucleotide described herein), an amino acid sequence that is 
heterologous to the polypeptide encoded by the polynucleotide described herein (e.g., as in a sequence 

5 encoding a fusion protein). In some embodiments, the polynucleotides described herein is used as 
starting material polynucleotide for synthesizing all or a portion of the gene to which the described 
polynucleotide corresponds. For example, a DNA molecule encoding a full-length human polypeptide 
can be constructed using a polynucleotide described herein as starting material. 

hi another embodiment, the polynucleotides of the invention are used in nucleic acid multimers 

10 . Nucleic acid multimers can be linear or branched polymers of the same repeating single-stranded 
oligonucleotide unit or different single-stranded oligonucleotide units. Where the molecules are 
branched, the multimers are generally described as either "fork" or "comb" structures. The 
oligonucleotide units of the multimer may be composed of RNA, DNA, modified nucleotides or 
combinations thereof. At least one of the units has a sequence, length, and composition that permits it 

1 5 to bind specifically to a first single-stranded nucleotide sequence of interest, typically analyte or an 
oligonucleotide bound to the analyte. In order to achieve such specificity and stability, this unit will 
. normally be 15 to 50 nt, preferably 15 to 30 nt, in length and have a GC content in the range of 40% to 
60%. In addition to such unit(s), the multimer includes a multiplicity of units that are capable of 
hybridizing specifically and stably to a second single-stranded nucleotide of interest, typically a labeled 

20 oligonucleotide or another multimer. These units will also normally be 15 to 50 nt, preferably 15 to 30 
nt, in length and have a GC content in the range of 40% to 60%. When a multimer is designed to be 
hybridized to another multimer, the first and second oligonucleotide units are heterogeneous (different). 
One or more of the polynucleotides described herein, or a portion of a polynucleotide described herein, 
can be used as a repeating unit of such nucleic acid multimers. 

25 The total number of oligonucleotide units in the multimer will usually be in the range of 3 to 

50, more usually 10 to 20. In multimers in which the unit that hybridizes to the nucleotide sequence of 
interest is different from the unit that hybridizes to the labeled oligonucleotide, the number ratio of the 
latter to the former will usually be 2:1 to 30:1, more usually 5:1 to 20:1, and-preferably 10:1 to 15:1. 
The oligonucleotide units of the multimer may be covalently linked directly to each other 

30 through phosphodiester bonds or through interposed linking agents such as nucleic acid, amino acid, 
carbohydrate or polyol bridges, or through other cross-linking agents that are capable of cross-linking 
nucleic acid or modified nucleic acid strands. The site(s) of linkage may be at the ends of the unit (in 
either normal 3,-5* orientation or randomly oriented) and/or at one or more internal nucleotides in the 
strand. In linear multimers the individual units are linked end-to-end to form a linear polymer. In one 
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type of branched multimer three or more oligonucleotide units emanate from a point of origin to form a 
branched structure. The point of origin may be another oligonucleotide unit or a multifunctional 
molecule to which at least three units can be covalently bound In another type, there is an 
oligonucleotide unit backbone with one or more pendant oligonucleotide units. These latter-type 
5 multimers are "fork-like", "comb-like" or combination "fork-" and "comb-like" in structure. The 
pendant units will normally depend from a modified nucleotide or other organic moiety having 
appropriate functional groups to which oligonucleotides may be conjugated or otherwise attached. The 
mul timer may be totally linear, totally branched, or a combination of linear and branched portions. 
Preferably there will be at least two branch points in the multimer, more preferably at least 3, 

10 preferably 5 to 10. The multimer may include one or more segments of double-stranded sequences. 
Multimeric nucleic acid molecules are useful in amplifying the signal that results from 
i hybridization of one the first sequence of the multimeric molecule to a target sequence. The 
amplification is theoretically proportional to the number of iterations of the second segment 

Without being held to theory, forked structures of greater than about eight branches exhibited 

15 steric hindrance which inhibited binding of labeled probes to the multimer. On the other hand, comb 
structures exhibit little or no steric problems and are thus a preferred type of branched multimer. For a 
description of branched nucleic acid multimers of both the fork and comb types, as well as methods of 
use and synthesis, see, e.g., U.S. Pat Nos. 5,124,246 (fork-type structures); 5,710,264 (synthesis of 
comb structures); and 5,849,481. 

20 Use of Polynucleotide Probes in Mapping, and in Tissue Profiling. Polynucleotide probes, 

generally comprising at least 12 contiguous nt of a polynucleotide as shown in the Sequence Listing, 
are used for a variety of purposes, such as chromosome mapping of the polynucleotide and detection of 
transcription levels. Additional disclosure about preferred regions of the disclosed polynucleotide 
sequences is found in the Examples. A probe that hybridizes specifically to a polynucleotide disclosed 

25 herein should provide a detection signal at least 5-, 10-, or 20-fold higher than the background 
hybridization provided with other unrelated sequences. 

Detection of Expression Levels. Nucleotide probes are used to detect expression of a gene 
corresponding to the provided polynucleotide. In Northern blots, mRNA is separated 
electrophoretically and contacted with a probe. A probe is detected as hybridizing to an mRNA species 

30 of a particular size. The amount of hybridization is quantitated to determine relative amounts of 

expression, for example under a particular condition. Probes are used for in situ hybridization to cells 
to detect expression. Probes can also be used in vivo for diagnostic detection of hybridizing sequences. 
Probes are typically labeled with a radioactive isotope. Other types of detectable labels can be used 
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such as chromophores, fluors, and enzymes. Other examples of nucleotide hybridization assays are 
described in WO92/02526 and USPN 5,124,246. 

Alternatively, the Polymerase Chain Reaction (PCR) is another means for detecting small 
amounts of target nucleic acids (see, e.g., Mullis et al., Meth. Enzymol. (1987) 155:335; USPN 
5 4,683,195; and USPN 4,683,202). Two primer polynucleotides nucleotides that hybridize with the 
target nucleic acids are used to prime the reaction. The primers can be composed of sequence within or 
3' and 5' to the polynucleotides of the Sequence Listing. Alternatively, if the primers are 3* and 5* to 
these polynucleotides, they need not hybridize to them or the complements. After amplification of the 
target with a thermostable polymerase, the amplified target nucleic acids can be detected by methods 

1 0 known in the art, e.g., Southern blot. mRNA or cDNA can also be detected by traditional blotting 
techniques (e.g., Southern blot, Northern blot, etc.) described in Sambrook et al., "Molecular Cloning: 
A Laboratory Manual" (New York, Cold Spring Harbor Laboratory, 1989) (e.g., without PCR 
amplification). In general, mRNA or cDNA generated from mRNA using a polymerase enzyme can be 
purified and separated using gel electrophoresis, and transferred to a solid support, such as 

15 nitrocellulose. The solid support is exposed to a labeled probe, washed to remove any unhybridized 
probe, and duplexes containing the labeled probe are detected 

Mapping, Polynucleotides of the present invention can be used to identify a chromosome on 
which the corresponding gene resides. Such mapping can be useful in identifying the function of the 
polynucleotide-related gene by its proximity to other genes with known functioa Function can also be 

20 assigned to the polynucleotide-related gene when particular syndromes or diseases map to the same 
chromosome. For example, use of polynucleotide probes in identification and quantification of nucleic 
acid sequence aberrations is described in USPN 5,783,387. An exemplary mapping method is 
fluorescence in situ hybridization (FISH), which facilitates comparative genomic hybridization to allow 
total genome assessment of changes in relative copy number of DNA sequences (see, e.g., Valdes et 

25 al., Methods in Molecular Biology (1997) 68: 1). Polynucleotides can also be mapped to particular 
chromosomes using, for example, radiation hybrids or chromosome-specific hybrid panels. See Leach 
et al., Advances in Genetics, (1995) 33:63-99; Walter et al., Nature Genetics (1994) 7:22; Walter and 
Goodfellow, Trends in Genetics (1992) 9:352. Panels for radiation hybrid mapping are available from 
Research Genetics, Inc., Huntsville, Alabama, USA. Databases for markers using various panels are 

30 available via the world wide web at sites supported by the Stanford Human Genome Center (Stanford 
University) and the Whitehead Institute for Biomedical Research/MIT Center for Genome Research. 
The statistical program RHMAP can be used to construct a map based on the data from radiation 
hybridization with a measure of the relative likelihood of one order versus another. RHMAP is 
available via the world wide web at a site supported by the University of Michigan. In addition, 
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commercial programs are available for identifying regions of chromosomes commonly associated with 
disease, such as cancer. 

Tissue Typing or Profiling. Expression of specific mRNA corresponding to the provided 
polynucleotides can vary in different cell types and can be tissue-specific. This variation of mRNA 
5 levels in different cell types can be exploited with nucleic acid probe assays to determine tissue types. 
For example, PCR, branched DNA probe assays, or blotting techniques utilizing nucleic acid probes 
substantially identical or complementary to polynucleotides listed in the Sequence Listing can 
determine the presence or absence of the corresponding cDNA or mRNA. 

Tissue typing can be used to identify the developmental organ or tissue source of a metastatic 

10 lesion by identifying the expression of a particular marker of that organ or tissue. If a polynucleotide is 
expressed only in a specific tissue type, and a metastatic lesion is found to express that polynucleotide, 
then the developmental source of the lesion has been identified. Expression of a particular 
polynucleotide can be assayed by detection of either the corresponding mRNA or the protein product. 
As would be readily apparent to any forensic scientist, the sequences disclosed herein are useful in 

1 5 differentiating human tissue from non-human tissue. In particular, these sequences are useful to 
differentiate human tissue from bird, reptile, and amphibian tissue, for example. 

Use of Polymorphisms . A polynucleotide of the invention can be used in forensics, genetic 
analysis, mapping, and diagnostic applications where the corresponding region of a gene is 
polymorphic in the human population. Any means for detecting a polymorphism in a gene can be used, 

20 including, but not limited to electrophoresis of protein polymorphic variants, differential sensitivity to 
restriction enzyme cleavage, and hybridization to allele-specific probes. 

Antibody Production. Expression products of a polynucleotide of the invention, as well as the 
corresponding mRNA, cDNA, or complete gene, can be prepared and used for raising antibodies for 
experimental, diagnostic, and therapeutic purposes. For polynucleotides to which a corresponding gene 

25 has not been assigned, this provides an additional method of identifying the corresponding gene. The 
polynucleotide or related cDNA is expressed as described above, and antibodies are prepared. These 
antibodies are specific to an epitope on the polypeptide encoded by the polynucleotide, and can 
precipitate or bind to the corresponding native protein in a cell or tissue preparation or in a cell-free 
extract of an in vitro expression system. 

3 0 Methods for production of antibodies that specifically bind a selected antigen are well known 

in the art. Immunogens for raising antibodies can be prepared by mixing a polypeptide encoded by a 
polynucleotide of the invention with an adjuvant, and/or by making fusion proteins with larger 
immunogenic proteins. Polypeptides can also be covalently linked to other larger immunogenic 
proteins, such as keyhole limpet hemocyanin. Immunogens are typically administered intradermally, 
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subcutaneously, or intramuscularly to experimental animals such as rabbits, sheep, and mice, to 
generate antibodies. Monoclonal antibodies can be generated by isolating spleen cells and fusing 
myeloma cells to form hybridomas. Alternatively, the selected polynucleotide is administered directly, 
such as by intramuscular injection, and expressed in vivo. The expressed protein generates a variety of 
5 protein-specific immune responses, including production of antibodies, comparable to administration 
of the protein. 

Preparations of polyclonal and monoclonal antibodies specific for polypeptides encoded by a 
selected polynucleotide are made using standard methods known in the art The antibodies specifically 
bind to epitopes present in the polypeptides encoded by polynucleotides disclosed in the Sequence 

10 Listing. Typically, at least 6, 8, 10, or 12 contiguous amino acids are required to form an epitope. 
Epitopes that involve non-contiguous amino acids may require a longer polypeptide, e.g., at least 15, 
25, or 50 amino acids. Antibodies that specifically bind to human polypeptides encoded by the 
provided polypeptides should provide a detection signal at least 5-, 10-, or 20-fold higher than a 
detection signal provided with other proteins when used in Western blots or other immunochemical 

1 5 assays. Preferably, antibodies that specifically bind polypeptides contemplated by the invention do not 
bind to other proteins in immunochemical assays at detectable levels and can immunoprecipitate the 
specific polypeptide from solution. 

The invention also contemplates naturally occurring antibodies specific for a polypeptide of 
the invention. For example, serum antibodies to a polypeptide of the invention in a human population 

20 can be purified by methods well known in the art, e.g., by passing antiserum over a column to which 
the corresponding selected polypeptide or fusion protein is bound. The bound antibodies can then be 
eluted from the column, for example, using a buffer with a high salt concentration. 

In addition to the antibodies discussed above, the invention also contemplates genetically 
engineered antibodies antibodies (e.g., chimeric antibodies, humanized antibodies, human antibodies 

25 produced by a transgenic animal (e.g., a transgenic mouse such as the XenomousTM), antibody 

derivatives (e.g., single chain antibodies, antibody fragments (e.g., Fab, etc.)), according to methods 

well known in the art. 

Polynucleotides or Arrays for Diagnostics. 

Polynucleotide arrays provide a high throughput technique that can assay a large number of 

30 polynucleotides in a sample. This technology can be used as a diagnostic and as tool to test for 
differential expression expression, e.g., to determine function of an encoded protpin. A variety of 
methods of producing arrays, as well as variations of these methods, are known in the art and 
contemplated for use in the invention. For example, arrays can be created by spotting polynucleotide 
probes onto a substrate (e.g., glass, nitrocellulose, etc.) in a two-dimensional matrix or array having 
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bound probes. The probes can be bound to the substrate by either covalent bonds or by non-specific 
interactions, such as hydrophobic interactions. Samples of polynucleotides can be detectably labeled 
(e.g., using radioactive or fluorescent labels) and then hybridized to the probes. Double stranded 
polynucleotides, comprising the labeled sample polynucleotides bound to probe polynucleotides, can be 
5 detected once the unbound portion of the sample is washed away. Alternatively, the polynucleotides of 
the test sample can be immobilized on the array, and the probes detectably labeled. Techniques for 
constructing arrays and methods of using these arrays are described in, for example, Schena et al. 
(1996) Proc Natl Acad Sci USA. 93(20): 106 14-9; Schena et al. (1995) Science 270(5235):467-70; 
Shalon et al. (1996) Genome Res. 6(7):639-45, USPN 5,807,522, EP 799 897; WO 97/29212; WO 

10 97/27317; EP 785 280; WO 97/02357; USPN 5,593,839; USPN 5,578,832; EP 728 520; 
USPN 5,599,695; EP 721 016; USPN 5,556,752; WO 95/22058; and USPN 5,631,734. 
* Arrays can be used to, for example, examine differential expression of genes and can be used 

to determine gene function. For example, arrays can be used to detect differential expression of a gene 
corresponding to a polynucleotide of the invention, where expression is compared between a test cell 

15 and control cell (e.g., cancer cells and normal cells). For example, high expression of a particular 
message in a cancer cell, which is not observed in a corresponding normal cell, can indicate a cancer 
specific gene product. Exemplary uses of arrays are further described in, for example, Pappalarado et 
al., Sem. Radiation Oncol. (1998) 8:217; and Ramsay Nature Biotechnol. (1998) 16:40. Furthermore, 
many variations on methods of detection using arrays are well within the skill in the art and within the 

20 scope of the present invention. For example, rather than immobilizing the probe to a solid support, the 
test sample can be immobilized on a solid support which is then contacted with the probe. 
Differential Expression in Diagnosis 

The polynucleotides of the invention can also be used to detect differences in expression levels 
between two cells, e.g., as a method to identify abnormal or diseased tissue in a human. For 

25 polynucleotides corresponding to profiles of protein families, the choice of tissue can be selected 

according to the putative biological fiinction. In general, the expression of a gene corresponding to a 
specific polynucleotide is compared between a first tissue that is suspected of being diseased and a 
second, normal tissue of the human, The tissue suspected of being abnormal or diseased can be 
derived from a different tissue type of the human, but preferably it is derived from the same tissue type; 

30 for example, an intestinal polyp or other abnormal growth should be compared with normal intestinal 
tissue. The normal tissue can be the same tissue as that of the test sample, or any normal tissue of the 
patient, especially those that express the polynucleotide-related gene of interest (e.g., brain, thymus, 
testis, heart, prostate, placenta, spleen, small intestine, skeletal muscle, pancreas, and the mucosal 
lining of the colon). A difference between the polynucleotide-related gene, mRNA, or protein in the 
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two tissues which are compared, for example, in molecular weight, amino acid or nucleotide sequence, 
or relative abundance, indicates a change in the gene, or a gene which regulates it, in the tissue of the 
human that was suspected of being diseased Examples of detection of differential expression and its 
use in diagnosis of cancer are described in USPNs 5,688,641 and 5,677,125. 
5 A genetic predisposition to disease in a human can also be detected by comparing expression 

levels of an mRNA or protein corresponding to a polynucleotide of the invention in a fetal tissue with 
levels associated in normal fetal tissue. Fetal tissues that are used for this purpose include, but are not 
limited to, amniotic fluid, chorionic villi, blood, and the blastomere of an in vitro-fertilized embryo. 
The comparable normal polynucleotide-related gene is obtained from any tissue. The mRNA or 

1 0 protein is obtained from a normal tissue of a human in which the polynucleotide-related gene is 

expressed. Differences such as alterations in the nucleotide sequence or size of the same product of the 
fetal polynucleotide-related gene or mRNA, or alterations in the molecular weight, amino acid 
sequence, or relative abundance of fetal protein, can indicate a gennline mutation in the polynucleotide- 
related gene of the fetus, which indicates a genetic predisposition to disease. In general, diagnostic, 

15 prognostic, and other methods of the invention based on differential expression involve detection of a 
level or amount of a gene product, particularly a differentially expressed gene product, in a test sample 
obtained from a patient suspected of having or being susceptible to a disease (e.g., breast cancer, lung 
cancer, colon cancer and/or metastatic forms thereof), and comparing the detected levels to those levels 
found in normal cells (e.g., cells substantially unaffected by cancer) and/or other control cells (e.g., to 

20 differentiate a cancerous cell from a cell affected by dysplasia). Furthermore, the severity of the 
disease can be assessed by comparing the detected levels of a differentially expressed gene product 
with those levels detected in samples representing the levels of differentially expressed gene product 
associated with varying degrees of severity of disease. It should be noted that use of the term 
"diagnostic" herein is not necessarily meant to exclude "prognostic" or "prognosis," but rather is used 

25 as a matter of convenience. 

The term "differentially expressed gene" is generally intended to encompass a polynucleotide 
that can, for example, include an open reading frame encoding a gene product (e.g., a polypeptide), 
and/or introns of such genes and adjacent 5* and 3 1 non-coding nucleotide sequences involved in the 
regulation of expression, up to about^O kb beyond the coding region, but possibly further in either 

30 direction. The gene can be introduced into an appropriate vector for extrachromosomal maintenance or 
for integration into a host genome. In general, a difference in expression level associated with a 
decrease in expression level of at least about 25%, usually at least about 50% to 75%, more usually at 
least about 90% or more is indicative of a differentially expressed gene of interest, i.e., a gene that is 
underexpressed or down-regulated in the test sample relative to a control sample. Furthermore, a 
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difference in expression level associated with an increase in expression of at least about 25%, usually 
at least about 50% to 75%, more usually at least about 90% and can be at least about Infold, usually 
at least about 2-fold to about 10-fold, and can be about 100-fold to about 1,000-fold increase relative 
to a control sample is indicative of a differentially expressed gene of interest, i.e., an overexpressed or 
5 up-regulated gene. 

"Differentially expressed polynucleotide" as used herein means a nucleic acid molecule (RNA 
or DNA) comprising a sequence that represents a differentially expressed gene, e.g., the differentially 
expressed polynucleotide comprises a sequence (e.g., an open reading frame encoding a gene product) 
that uniquely identifies a differentially expressed gene so that detection of the differentially expressed 

1 0 polynucleotide in a sample is correlated with the presence of a differentially expressed gene in a 
sample. "Differentially expressed polynucleotide" is also meant to encompass fragments of the 
disclosed polynucleotides, e.g., fragments retaining biological activity, as well as nucleic acids 
homologous, substantially similar, or substantially identical (e.g., having about 90% sequence identity) 
to the disclosed polynucleotides. 

15 Methods of the subject invention useful in diagnosis or prognosis typically involve comparison 

of the abundance of a selected differentially expressed gene product in a sample of interest with that of 
a control to determine any relative differences in the expression of the gene product, where the 
difference can be measured qualitatively and/or quantitatively. Quantitation can be accomplished, for 
example, by comparing the level of expression product detected in the sample with the amounts of 

20 product present in a standard curve. A comparison can be made visually; by using a technique such as 
densitometry, with or without computerized assistance; by preparing a representative library of cDNA 
clones of mRNA isolated from a test sample, sequencing the clones in the library to determine that 
number of cDNA clones corresponding to the same gene product, and analyzing the number of clones 
corresponding to that same gene product relative to the number of clones of the same gene product in a 

25 control sample; or by using an array to detect relative levels of hybridization to a selected sequence or 
set of sequences, and comparing the hybridization pattern to that of a control. The differences in 
expression are then correlated with the presence or absence of an abnormal expression pattern. A 
variety of different methods for determining the nucleic acid abundance in a sample are known to those 
of skill in the art (see, e.g., WO 97/27317). 

30 In general, diagnostic assays of the invention involve detection of a gene product of a 

polynucleotide sequence (e.g., mRNA or polypeptide) that corresponds to a sequence of SEQ ID 
NOS: 1-6010. The patient from whom the sample is obtained can be apparently healthy, susceptible to 
disease (e.g., as determined by family history or exposure to certain environmental factors), or can 
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already be identified as having a condition in which altered expression of a gene product of the 
invention is implicated. 

Diagnosis can be determined based on detected gene product expression levels of a gene 
product encoded by at least one, preferably at least two or more, at least 3 or more, or at least 4 or more 
5 of the polynucleotides having a sequence set forth in SEQ ID NOS:1-6010, and can involve detection 
of expression of genes corresponding to all of SEQ ID NOS : 1 -601 0 and/or additional sequences that 
can serve as additional diagnostic markers and/or reference sequences. Where the diagnostic method is 
designed to detect the presence or susceptibility of a patient to cancer, the assay preferably involves 
detection of a gene product encoded by a gene corresponding to a polynucleotide that is differentially 
10 expressed in cancer. Examples of such differentially expressed polynucleotides are described in the 
Examples below. Given the provided polynucleotides and information regarding their relative 
expression levels provided herein, assays using such polynucleotides and detection of their expression 

i 

levels in diagnosis and prognosis will be readily apparent to the ordinarily skilled artisan. 

Any of a variety of detectable labels can be used in connection with the various embodiments 

15 of the diagnostic methods of the invention. Suitable detectable labels include fluorochromes,(e.g. 
fluorescein isothiocyanate (FITC), rhodamine, Texas Red, phycoeiythrin, allophycocyanin, 6- 
carboxyfluorescein (6-FAM), 2\7'-dimetho^-4',5 9 -dichloro-6-carboxyfluorescein, 6-carboxy-X- 
rhodamine (ROX), 6^arboxy-2\4\7\4,7-hexachlorofluorescein (HEX), 5-carboxyfiuorescein 
(5-FAM) or N^I,N',N'-tetramethyl-6-carboxyrhodamine (TAMRA)), radioactive labels, (e.g. 32P, 

20 35S, 3H, etc.), and the like. The detectable label can involve a two stage systems (e.g., biotin-avidin, 
hapten-anti-hapten antibody, etc.). 

Reagents specific for the polynucleotides and polypeptides of the invention, such as antibodies 
and nucleotide probes, can be supplied in a kit for detecting the presence of an expression product in a 
biological sample. The kit can also contain buffers or labeling components, as well as instructions for 

25 using the reagents to detect and quantify expression products in the biological sample. Exemplary 
embodiments of the diagnostic methods of the invention are described below in more detail 

Polypeptide detection in diagnosis. In one embodiment, the test sample is assayed for the level 
of a differentially expressed polypeptide. Diagnosis can be accomplished using any of a number of 
methods to determine the absence or presence or altered amounts of the differentially expressed 

30 polypeptide in the test sample. For example, detection can utilize staining of cells or histological 
sections with labeled antibodies, performed in accordance with conventional methods. Cells can be 
permeabilized to stain cytoplasmic molecules. In general, antibodies that specifically bind 3 
differentially expressed polypeptide of the invention are added to a sample, and incubated for a period 
of time sufficient to allow binding to the epitope, usually at least about 10 minutes. The antibody can 

35 



BNSDOCID: <WO 0214500 A2_L> 



WO 02/14500 



PCT/US01/25840 



be detectably labeled for direct detection (e.g., using radioisotopes, enzymes, fluorescein, 
chemiluminescers, and the like), or can be used in conjunction with a second stage antibody or reagent 
to detect binding (e.g., biotin with horseradish peroxidase-conjugated avidin, a secondary antibody 
conjugated to a fluorescent compound, e.g. fluorescein, rhodamine, Texas red, etc.). The absence or 
5 presence of antibody binding can be determined by various methods, including flow cytometry of 
dissociated cells, microscopy, radiography, scintillation counting, etc. Any suitable alternative 
methods of qualitative or quantitative detection of levels or amounts of differentially expressed 
polypeptide can be used, for example, ELIS A, western blot, immunoprecipitation, radioimmunoassay, 
etc. 

10 mRNA detection. The diagnostic methods of the invention can also or alternatively involve 

detection of mRNA encoded by a gene corresponding to a differentially expressed polynucleotide of the 

j 

invention. Any suitable qualitative or quantitative methods known in the art for detecting specific 
mRNAs can be used. mRNA can be detected by, for example, in situ hybridization in tissue sections, 
by reverse transcriptase-PCR, or in Northern blots containing poly A+ mRNA. One of skill in the art 

15 can readily use these methods to determine differences in the size or amount of mRNA transcripts 
between two samples. mRNA expression levels in a sample can also be determined by generation of a 
library of expressed sequence tags (ESTs) from the sample, where the EST library is representative of 
sequences present in the sample (Adams, et al., (1991) Science 252:1651). Enumeration of the relative 
representation of ESTs within the library can be used to approximate the relative representation of the 

20 gene transcript within the starting sample. The results of EST analysis of a test sample can then be 
compared to EST analysis of a reference sample to determine the relative expression levels of a 
selected polynucleotide, particularly a polynucleotide corresponding to one or more of the differentially 
expressed genes described herein. Alternatively, gene expression in a test sample can be performed 
using serial analysis of gene expression (SAGE) methodology (e.g., Velculescu et al., Science (1995) 

25 270:484) or differential display (DD) methodology (see, e.g., USPN 5,776,683 and USPN 5,807,680). 

Alternatively, gene expression can be analyzed using hybridization analysis. Oligonucleotides 
or cDNA can be used to selectively identify or capture DNA or RNA of specific sequence composition, 
and the amount of RNA or cDNA hybridized to a known capture sequence determined qualitatively or 
quantitatively, to provide information about the relative representation of a particular message within 

30 the pool of cellular messages in a sample. Hybridization analysis can be designed to allow for 
concurrent screening of the relative expression of hundreds to thousands of genes by using, for 
example, array-based technologies having high density formats, including filters, microscope slides, or 
microchips, or solution-based technologies that use spectroscopic analysis (e.g., mass spectrometry). 
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One exemplary use of arrays in the diagnostic methods of the invention is described below in more 
detail. 

Use of a single gene in diagnostic applications. The diagnostic methods of the invention can 
focus on the expression of a single differentially expressed gene. For example, the diagnostic method 
5 can involve detecting a differentially expressed gene, or a polymorphism of such a gene (e.g., a 

polymorphism in a coding region or control region), that is associated with disease. Disease-associated 
polymorphisms can include deletion or truncation of the gene, mutations that alter expression level 
and/or affect activity of the encoded protein, etc. 

A number of methods are available for analyzing nucleic acids for the presence of a specific 

10 sequence, e.g. a disease associated polymorphism. Where large amounts of DNA are available, 

genomic DNA is used directly. Alternatively, the region of interest is cloned into a suitable vector and 
grown in sufficient quantity for analysis. Cells that express a differentially expressed gene can be used 
as a source of mRNA, which can be assayed directly or reverse transcribed into cDNA for analysis. 
The nucleic acid can be amplified by conventional techniques, such as the polymerase chain reaction 

15 (PCR), to provide sufficient amounts for analysis, and a detectable label can be included in the 

amplification reaction (e.g., using a detectably labeled primer or detectably labeled oligonucleotides) to 
facilitate detection. Alternatively, various methods are also known in the art that utilize oligonucleotide 
ligation as a means of detecting polymorphisms, see, e.g., Riley et al., Nucl. Acids Res. (1990) 
18:2887; and Delahunty et al., Am. J. Hum. Genet. (1996) 58:1239. 

20 The amplified or cloned sample nucleic acid can be analyzed by one of a number of methods 

known in the art. The nucleic acid can be sequenced by dideoxy or other methods, and the sequence of 
bases compared to a selected sequence, e.g., to a wild-type sequence. Hybridization with the 
polymorphic or variant sequence can also be used to determine its presence in a sample (e.g., by 
Southern blot, dot blot, etc.). The hybridization pattern of a polymorphic or variant sequence and a 

25 control sequence to an array of oligonucleotide probes immobilized on a solid support, as described in 
US 5,445,934, or in WO 95/35505, can also be used as a means of identifying polymorphic or variant 
sequences associated with disease. Single strand conformational polymorphism (SSCP) analysis, 
denaturing gradient gel electrophoresis (DGGE), and heteroduplex analysis in gel matrices are used to 
detect conformational changes created by DNA sequence variation as alterations in electrophoretic 

30 mobility. Alternatively, where a polymorphism creates or destroys a recognition site for a restriction 
endonuclease, the sample is digested with that endonuclease, and the products size fractionated to 
determine whether the fragment was digested. Fractionation is performed by gel or capillary 
electrophoresis, particularly acrylamide or agarose gels. 
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Screening for mutations in a gene can be based on the junctional or antigenic characteristics of 
the protein, Protein truncation assays are useful in detecting deletions that can affect the biological 
activity of the protein. Various immunoassays designed to detect polymorphisms in proteins can be 
used in screening. Where many diverse genetic mutations lead to a particular disease phenotype, 
5 functional protein assays have proven to be effective screening tools. The activity of the encoded 
protein can be determined by comparison with the wild-type protein. 
Diagnosis. Prognosis. Assessment of Therapy (TherametricsV and Management of Cancer 

The polynucleotides of the invention, as well as their gene products, are of particular interest 
as genetic or biochemical markers (e.g., in blood or tissues) that will detect the earliest changes along 

10 the carcinogenesis pathway and/or to monitor the efficacy of various therapies and preventive 

interventions. For example, the level of expression of certain polynucleotides can be indicative of a 
poorer prognosis, and therefore warrant more aggressive chemo- or radio-therapy for a patient or vice 
versa. The correlation of novel surrogate tumor specific features with response to treatment and 
outcome in patients can define prognostic indicators that allow the design of tailored therapy based on 

15 the molecular profile of the tumor. These therapies include antibody targeting, antagonists (e.g., small 
molecules), and gene therapy. Deterrnining expression of certain polynucleotides and comparison of a 
patient's profile with known expression in normal tissue and variants of the disease allows a 
determination of the best possible treatment for a patient, both in terms of specificity of treatment and 
in terms of comfort level of the patient Surrogate tumor markers, such as polynucleotide expression, 

20 can also be used to better classify, and thus diagnose and treat, different forms and disease states of 
cancer. Two classifications widely used in oncology that can benefit from identification of the 
expression levels of the genes corresponding to the polynucleotides of the invention are staging of the 
cancerous disorder, and grading the nature of the cancerous tissue. 

The polynucleotides that correspond to differentially expressed genes, as well as their encoded 

25 gene products, can be useful to monitor patients having or susceptible to cancer to detect potentially 
malignant events at a molecular level before they are detectable at a gross morphological level. In 
addition, the polynucleotides of the invention, as well as the genes corresponding to such 
polynucleotides, can be useful as therametrics, e.g., to assess the effectiveness of therapy by using the 
polynucleotides or their encoded gene products, to assess, for example, tumor burden in the patient 

30 before, during, and after therapy. 

Furthermore, a polynucleotide identified as corresponding to a gene that is differentially 
expressed in, and thus is important for, one type of cancer can also have implications for development 
or risk of development of other types of cancer, e.g., where a polynucleotide represents a gene 
differentially expressed across various cancer types. Thus, for example, expression of a polynucleotide 
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corresponding to a gene that has clinical implications for metastatic colon cancer can also have clinical 
implications for stomach cancer or endometrial cancer. 

Staging. Staging is a process used by physicians to describe how advanced the cancerous state 
is in a patient. Staging assists the physician in determining a prognosis, planning treatment and 
5 evaluating the results of such treatment. Staging systems vary with the types of cancer, but generally , 
involve the following "TNM" system: the type of tumor, indicated by T; whether the cancer has 
metastasized to nearby lymph nodes, indicated by N; and whether the cancer has metastasized to more 
distant parts of the body, indicated by M. Generally, if a cancer is only detectable in the area of the 
primary lesion without having spread to any lymph nodes it is called Stage I. If it has spread only to 
10 the closest lymph nodes, it is called Stage E In Stage EI, the cancer has generally spread to the lymph 
nodes in near proximity to the site of the primary lesion. Cancers that have spread to a distant part of 

, the body, such as the liver, bone, brain or other site, are Stage IV, the most advanced stage. 

( 

The polynucleotides of the invention can facilitate fine-tuning of the staging process by 
identifying markers for the aggresivity of a cancer, e.g., the metastatic potential, as well as the presence 

15 in different areas of the body. Thus, a Stage II cancer with a polynucleotide signifying a high 
metastatic potential cancer can be used to change a borderline Stage II tumor to a Stage III tumor, 
justifying more aggressive therapy. Conversely, the presence of a polynucleotide signifying a lower 
metastatic potential allows more conservative staging of a tumor. 

Grading of cancers. Grade is a term used to describe how closely a tumor resembles normal 

20 tissue of its same type. The microscopic appearance of a tumor is used to identify tumor grade based 
on parameters such as cell morphology, cellular organization, and other markers of differentiation. As 
a general rule, the grade of a tumor corresponds to its rate of growth or aggressiveness, with 
undifferentiated or high-grade tumors being more aggressive than well-differentiated or low-grade 
tumors. The following guidelines are generally used for grading tumors: 1) GX Grade cannot be 

25 assessed; 2) Gl Well differentiated; 3) G2 Moderately well differentiated; 4) G3 Poorly differentiated; 
5) G4 Undifferentiated. The polynucleotides of the invention can be especially valuable in determining 
the grade of the tumor, as they not only can aid in determining the differentiation status of the cells of a 
tumor, they can also identify factors other than differentiation that are valuable in determining the 
aggressiveness of a tumor, such as metastatic potential. 

30 Detection of colon cancer. The polynucleotides corresponding to genes that exhibit the 

appropriate expression pattern can be used to detect colon cancer in a subject Colorectal cancer is one 
of the most common neoplasms in humans and perhaps the most frequent form of hereditary neoplasia. 
Prevention and early detection are key factors in controlling and curing colorectal cancer. Colorectal 
cancer begins as polyps, which are small, benign growths of cells that form on the inner lining of the 
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colon. Over a period of several years, some of these polyps accumulate additional mutations and 
become cancerous. Multiple familial colorectal cancer disorders have been identified, which are 
summarized as follows: 1) Familial adenomatous polyposis (FAP); 2) Gardner's syndrome; 3) 
Hereditary nonpolyposis colon cancer (HNPCC); and 4) Familial colorectal cancer in Ashkenazi Jews. 
5 The expression of appropriate polynucleotides of the invention can be used in the diagnosis, prognosis 
and management of colorectal cancer. Detection of colon cancer can be determined using expression 
levels of any of these sequences alone or in combination with the levels of expression. Determination 
of the aggressive nature and/or the metastatic potential of a colon cancer can be determined by 
comparing levels of one or more polynucleotides of the invention and comparing total levels of another 

1 0 sequence known to vary in cancerous tissue, e.g., expression of p53, DCC ras, lor FAP (see, e.g., 

Fearon ER, et al., Cell (1990) 61(5):759; Hamilton SR et al., Cancer (1993) 72:957; Bodmer W, et al., 
Nat Genet. (1994) 4(3):217; Fearon ER, Ann N Y Acad Sci. (1995) 768:101). For example, 
development of colon cancer can be detected by examining the ratio of any of the polynucleotides of 
the invention to the levels of oncogenes (e.g., ras) or tumor suppressor genes (e.g., FAP or p53). Thus, 

15 expression of specific marker polynucleotides can be used to mscriminate between normal and 
cancerous colon tissue, to discriminate between colon cancers with different cells of origin, to 
discriminate between colon cancers with different potential metastatic rates, etc. For a review of 
markers of cancer, see, e.g., Hanahan et al. (2000) Cell 100:57-70. 

Detection of prostate cancer. The polynucleotides and their corresponding genes and gene 

20 products exhibiting the appropriate differential expression pattern can be used to detect prostate cancer 
in a subject. Over 95% of primary prostate cancers are adenocarcinomas. Signs and symptoms may 
include: frequent urination, especially at night; inability to urinate; trouble starting or holding back 
urination; a weak or interrupted urine flow; and frequent pain or stiffness in the lower back, hips or 
upper thighs. 

25 Many of the signs and symptoms of prostate cancer can be caused by a variety of other non- 

cancerous conditions. For example, one common cause of many of these signs and symptoms is a, 
condition called benign prostatic hypertrophy, or BPH. In BPH, the prostate gets bigger and may block 
the flow of urine or interfere with sexual function. The methods and compositions of the invention can 
be used to distinguish between prostate cancer and such non-cancerous conditions. The methods of the 

30 invention can be used in conjunction with conventional methods of diagnosis, e.g., digital rectal exam 
and/or detection of the level of prostate specific antigen (PSA), a substance produced and secreted by 
the prostate. 

Detection of breast cancer. The majority of breast cancers are adenocarcinoma subtypes, 
which can be summarized as follows: 1) ductal carcinoma in situ (DCIS), including comedocarcinoma; 
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2) infiltrating (or invasive) ductal carcinoma (IDC); 3) lobular carcinoma in situ (LCIS); 4) infiltrating 
(or invasive) lobular carcinoma (ILC); 5) inflammatory breast cancer; 6) medullary carcinoma; 7) 
mucinous carcinoma; 8) Paget's disease of the nipple; 9) Phyllodes tumor; and 10) tubular carcinoma; 
The expression of polynucleotides of the invention can be used in the diagnosis and 
5 management of breast cancer, as well as to distinguish between types of breast cancer. Detection of 
breast cancer can be determined using expression levels of any of the appropriate polynucleotides of 
the invention, either alone or in combination. Determination of the aggressive nature and/or the 
metastatic potential of a breast cancer can also be determined by comparing levels of one or more 
polynucleotides of the invention and comparing levels of another sequence known to vary in cancerous 

10 tissue, e.g., ER expression. In addition, development of breast cancer can be detected by examining the 
ratio of expression of a differentially expressed polynucleotide to the levels of steroid hormones (e.g., 
testosterone or estrogen) or to other hormones (e.g., growth hormone, insulin). Thus, expression of 
specific marker polynucleotides can be used to discriminate between normal and cancerous breast 
tissue, to discriminate between breast cancers with different cells of origin, to discriminate between 

1 5 breast cancers with different potential metastatic rates, etc. 

Detection of lung cancer. The polynucleotides of the invention can be used to detect lung 
cancer in a subject Although there are more than a dozen different kinds of lung cancer, the two main 
types of lung cancer are small cell and nonsmall cell, which encompass about 90% of all lung cancer 
cases. Small cell carcinoma (also called oat cell carcinoma) usually starts in one of the larger bronchial 

20 tubes, grows fairly rapidly, and is likely to be large by the time of diagnosis. Nonsmall cell lung cancer 
(NSCLC) is made up of three general subtypes of lung cancer. Epidermoid carcinoma (also called 
squamous cell carcinoma) usually starts in one of the larger bronchial tubes and grows relatively 
slowly. The size of these tumors can range from very small to quite large. Adenocarcinoma starts 
growing near the outside surface of the lung and can vary in both size and growth rate. Some slowly 

25 growing adenocarcinomas are described as alveolar cell cancer. Large cell carcinoma starts near the 
surface of the lung, grows rapidly, and the growth is usually fairly large when diagnosed. Other less 
common forms of lung cancer are carcinoid, cylindroma, mucoepidermoid, and malignant 
mesothelioma. 

The polynucleotides of the invention, e.g., polynucleotides differentially expressed in normal 
30 cells versus cancerous lung cells (e.g., tumor cells of high or low metastatic potential) or between types 
of cancerous lung cells (e.g., high metastatic versus low metastatic), can be used to distinguish types of 
lung cancer as well as identifying traits specific to a certain patient's cancer and selecting an 
appropriate therapy. For example, if the patient's biopsy expresses a polynucleotide that is associated 
with a low metastatic potential, it may justify leaving a larger portion of the patient's lung in surgery to 
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remove the lesion. Alternatively, a smaller lesion with expression of a polynucleotide that is associated 
with high metastatic potential may justify a more radical removal of lung tissue and/or the surrounding 
lymph nodes, even if no metastasis can be identified through pathological examination. 
Use of Polynucleotides to Screen for Peptide Analogs and Antagonists 

Polypeptides encoded by the instant polynucleotides and corresponding full-length genes can 
be used to screen peptide libraries to identify binding partners, such as receptors, from among the 
encoded polypeptides. Peptide libraries can be synthesized according to methods known in the art (see, 
e.g., USPN 5,010,175 , and WO 91/17823). Agonists or antagonists of the polypeptides of the 
invention can be screened using any available method known in the art, such as signal transduction, 
antibody binding, receptor binding, mitogenic assays, chemotaxis assays, etc. The assay conditions 
ideally should resemble the conditions under which the native activity is exhibited in vivo, that is, under 
f physiologic pH, temperature, and ionic strength. Suitable agonists or antagonists will exhibit strong 
inhibition or enhancement of the native activity at concentrations that do not cause toxic side effects in 
the subject. Agonists or antagonists that compete for binding to the native polypeptide can require 
concentrations equal to or greater than the native concentration, while inhibitors capable of binding 
irreversibly to the polypeptide can be added in concentrations on the order of the native concentration. 

Such screening and experimentation can lead to identification of a novel polypeptide binding 
partner, such as a receptor, encoded by a gene or a cDNA corresponding to a polynucleotide of the 
invention, and at least one peptide agonist or antagonist of the novel binding partner. Such agonists 
and antagonists can be used to modulate, enhance, or inhibit receptor function in cells to which the 
receptor is native, or in cells that possess the receptor as a result of genetic engineering. Further, if the 
novel receptor shares biologically important characteristics with a known receptor, information about 
agonist/antagonist binding can facilitate development of improved agonists/antagonists of the known 
receptor. 

Pharmaceutical Compositions and Uses 

Pharmaceutical compositions can comprise polypeptides, receptors that specifically bind a 
polypeptide produced by a differentially expressed gene (e.g., antibodies, or polynucleotides (including 
antisense nucleotides and ribozymes) of the claimed invention in a therapeutically effective amount 
The compositions can be used to treat primary tumors as well as metastases of primary tumors. In 
addition, the pharmaceutical compositions can be used in conjunction with conventional methods of 
cancer treatment, e.g., to sensitize tumors to radiation or conventional chemotherapy. 

Where the pharmaceutical composition comprises a receptor (such as an antibody) that 
specifically binds to a gene product encoded by a differentially expressed gene, the receptor can be 
coupled to a drug for delivery to a treatment site or coupled to a detectable label to facilitate imaging of 
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a site comprising colon cancer cells. Methods for coupling antibodies to drugs and detectable labels 
are well known in the art, as are methods for imaging using detectable labels. 

The term "therapeutically effective amount" as used herein refers to an amount of a therapeutic 
agent to treat, ameliorate, or prevent a desired disease or condition, or to exhibit a detectable 
5 therapeutic or preventative effect. The effect can be detected by, for example, chemical markers or 
antigen levels. Therapeutic effects also include reduction in physical symptoms, such as decreased 
body temperature. The precise effective amount for a subject will depend upon the subject's size and 
health, the nature and extent of the condition, and the therapeutics or combination of therapeutics 
selected for administration. Thus, it is not useful to specify an exact effective amount in advance. 

1 0 However, the effective amount for a given situation is determined by routine experimentation and is 
within the judgment of the clinician. For purposes of the present invention, an effective dose will 
generally be from about 0.01 mg/kg to 50 mg/kg or 0.05 mg/kg to about 10 mg/kg of the DNA 
constructs in the individual to which it is administered. 

A pharmaceutical composition can also contain a pharmaceutical^ acceptable carrier. The 

15 term "pharmaceutically acceptable carrier" refers to a carrier for administration of a therapeutic agent, 
such as antibodies or a polypeptide, genes, and other therapeutic agents. The term refers to any 
pharmaceutical carrier that does not itself induce the production of antibodies harmful to the individual 
receiving the composition, and which can be administered without undue toxicity. Suitable carriers can 
be large, slowly metabolized macromolecules such as proteins, polysaccharides, polylactic acids, 

20 polyglycolic acids, polymeric amino acids, amino acid copolymers, and inactive virus particles. Such 
carriers are well known to those of ordinary skill in the art Pharmaceutically acceptable carriers in 
therapeutic compositions can include liquids such as water, saline, glycerol and ethanol. Auxiliary 
substances, such as wetting or emulsifying agents, pH buffering substances, and the like, can also be 
present in such vehicles. Typically, the therapeutic compositions are prepared as injectables, either as 

25 liquid solutions or suspensions; solid forms suitable for solution in, or suspension in, liquid vehicles 
prior to injection can also be prepared. Liposomes are included within the definition of a 
pharmaceutically acceptable carrier. Pharmaceutically acceptable salts can also be present in the 
pharmaceutical composition, e.g., mineral acid salts such as hydrochlorides, hydrobromides, 
phosphates, sulfates, and the like; and the salts of organic acids such as acetates, propionates, 

30 malonates, benzoates, and the like. A thorough discussion of pharmaceutically acceptable excipients is 
available in Remington's Pharmaceutical Sciences (Mack Pub. Co., N.J. 1991). , 
Delivery Methods 

Once formulated, the compositions of the invention can be (1) administered directly to the 
subject (e.g., as polynucleotide or polypeptides); or (2) delivered ex vivo, to cells derived from the 
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subject (e.g., as in ex vivo gene therapy). Direct delivery of the compositions will generally be 
accomplished by parenteral injection, e.g., subcutaneoushy, intraperitoneally, intravenously or 
intramuscularly, intratumorally or to the interstitial space of a tissue. Other modes of administration 
include oral and pulmonary administration, suppositories, and transdermal applications, needles, and 
5 gene guns or hyposprays. Dosage treatment can be a single dose schedule or a multiple dose schedule. 
Methods for the ex vivo delivery and reimplantation of transformed cells into a subject are 
known in the art and described in, e.g., WO 93/14778. Examples of cells useful in ex vivo applications 
include, for example, stem cells, particularly hematopoetic, lymph cells, macrophages, dendritic cells, 
or tumor cells. Generally, delivery of nucleic acids for both ex vivo and in vitro applications can be 
1 0 accomplished by, for example, dextran-mediated transfection, calcium phosphate precipitation, 
polybrene mediated transfection, protoplast fusion, electroporation, encapsulation of the 
polynucleotide(s) in liposomes, and direct microinjection of the DNA into nuclei, all well known in the 
art. 

Once differential expression of a gene corresponding to a polynucleotide of the invention has 

15 been found to correlate with a proliferative disorder, such as neoplasia, dysplasia, and hyperplasia, the 
disorder can be amenable to treatment by administration of a therapeutic agent based on the provided 
polynucleotide, corresponding polypeptide or other corresponding molecule (e.g., antisense, ribo2yme, 
etc.). In other embodiments, the disorder can be amenable to treatment by administration of a small 
molecule drug that, for example, serves as an inhibitor (antagonist) of the function of the encoded gene 

20 product of a gene having increased expression in cancerous cells relative to normal cells or as an 
agonist for gene products that are decreased in expression in cancerous cells (e.g., to promote the 
activity of gene products that act as tumor suppressors). 

The dose and the means of administration of the inventive pharmaceutical compositions are 
determined based on the specific qualities of the therapeutic composition, the condition, age, and 

25 weight of the patient, the progression of the disease, and other relevant factors. For example, 

administration of polynucleotide therapeutic composition agents of the invention includes local or v 
systemic administration, including injection, oral administration, particle gun or catheterized 
administration, and topical administration. Preferably, the therapeutic polynucleotide composition 
contains an expression construct comprising a promoter operably linked to a polynucleotide of at least 

30 12, 22, 25, 30, or 35 contiguous nt of the polynucleotide of the invention. Various methods can be used 
to administer the therapeutic composition directly to a specific site in the body. For example, a small 
metastatic lesion is located and the therapeutic composition injected several times in several different 
locations within the body of tumor. Alternatively, arteries that serve a tumor are identified, and the 
therapeutic composition injected into such an artery, in order to deliver the composition directly into 
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the tumor. A tumor that has a necrotic center is aspirated and the composition injected directly into the 
now empty center of the tumor. The antisense composition is directly administered to the surface of 
the tumor, for example, by topical application of the composition. X-ray imaging is used to assist in 
certain of the above delivery methods. 
5 Targeted delivery of therapeutic compositions containing an antisense polynucleotide, 

subgenomic polynucleotides, or antibodies to specific tissues can also be used Receptor-mediated 
DNA delivery techniques are described in, for example, Findeis et al. Trends Biotechnoi. (1993) 
1 1:202; Chiou et al., Gene Therapeutics: Methods And Applications Of Direct Gene Transfer (J.A. 
Wolff, ed.) (1994); Wu et al., J. Biol. Chem. (1988) 263:621; Wu et al, J. Biol. Chem. (1994) 

10 269:542; Zenke et al., Proc. Natl. Acad. Sci. (USA) (1990) 87:3655; Wu et al, J. Biol. Chem. (1991) 
266:338. Therapeutic compositions containing a polynucleotide are administered in a range of about 
, 100 ng to about 200 mg of DNA for local administration in a gene therapy protocol. Concentration 
ranges of about 500 ng to about 50 mg, about 1 micrograms to about 2 mg, about 5 micrograms to 
about 500 micrograms, and about 20 micrograms to about 100 micrograms of DNA can also be used 

15 during a gene therapy protocol. Factors such as method of action (e.g., for enhancing or inhibiting 
levels of the encoded gene product) and efficacy of transformation and expression are considerations 
which will affect the dosage required for ultimate efficacy of the antisense subgenomic polynucleotides. 
Where greater expression is desired over a larger area of tissue, larger amounts of antisense 
subgenomic polynucleotides or the same amounts readministered in a successive protocol of 

20 administrations, or several administrations to different adjacent or close tissue portions o$ for 

example, a tumor site, may be required to effect a positive therapeutic outcome. In all cases, routine 
experimentation in clinical trials will determine specific ranges for optimal therapeutic effect. For 
polynucleotide related genes encoding polypeptides or proteins with anti-inflammatory activity, . 
suitable use, doses, and administration are described in USPN 5,654,173. 

25 The therapeutic polynucleotides and polypeptides of the present invention can be delivered 

using gene delivery vehicles. The gene delivery vehicle can be of viral or non-viral origin (see ^ 
generally, Jolly, Cancer Gene Therapy (1994) 1:51; Kimura, Human Gene Therapy (1994) 5:845; 
Connelly, Human Gene Therapy (1995) 1:185; and Kaplitt, Nature Genetics (1994) 6:148). 
Expression of such coding sequences can be induced using endogenous mammalian or heterologous 

30 promoters. Expression of the coding sequence can be either constitutive or regulated. 

Viral-based vectors for delivery of a desired polynucleotide and expression in a desired cell are 
well known in the art. Exemplary viral-based vehicles include, but are not limited to, recombinant 
retroviruses (see, e.g., WO 90/07936; WO 94/03622; WO 93/25698; WO 93/25234; USPN 5, 
219,740; WO 93/1 1230; WO 93/10218; USPN 4,777,127; GB Patent No. 2,200,651; EP 0 345 242; 
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and WO 91/02805), alphavirus-based vectors (e.g., Sindbis virus vectors, Semliki forest virus (ATCC 
VR-67; ATCC VR-1247), Ross River virus (ATCC VR-373; ATCC VR-1246) and Venezuelan 
equine encephalitis virus (ATCC VR-923; ATCC VR-1250; ATCC VR 1249; ATCC VR-532), and 
adeno-associated virus (AAV) vectors (see, e.g., WO 94/12649, WO 93/03769; WO 93/19191; WO 
5 94/28938; WO 95/1 1984 and WO 95/00655). Administration of DNA linked to killed adenovirus, as 
described in Curiel, Hum. Gene Ther. (1992) 3:147, can also be employed. 

Non-viral delivery vehicles and methods can also be employed, including, but not limited to, 
polycationic condensed DNA linked or unlinked to killed adenovirus alone (see, e.g., Curiel, Hum 
Gene Ther. (1992) 3:147); ligand-linked DNA (see, e.g., Wu, J. Biol. Chem (1989) 264:16985); 

10 eukaryotic cell delivery vehicles cells (see, e.g., USPN 5,814,482; WO 95/07994; WO 96/17072; 
WO 95/30763; and WO 97/42338) and nucleic charge neutralization or fusion with cell membranes. 
* Naked DNA can also be employed. Exemplary naked DNA introduction methods are described in WO 
90/1 1 092 and USPN 5,580,859. Liposomes that can act as gene delivery vehicles are described in 
USPN 5,422,120; WO 95/13796; WO 94/23697; WO 91/14445; and EP 0524968. Additional 

15 approaches are described in Philip, Mol. CeU Biol. (1994) 14:2411, and in Woffendin, Proc. Natl. 
Acad. ScL (1994) 91:1581 

Further non-viral delivery suitable for use includes mechanical delivery systems such as the 
approach described in Woffendin et al. 9 Proc. Natl. Acad. Sci. USA (1994) 91(24): 11581. Moreover, 
the coding sequence and the product of expression of such can be delivered through deposition of 

20 photopolymerized hydrogel materials or use of ionizing radiation (see, e.g., USPN 5,206, 152 and WO 
92/1 1033). Other conventional methods for gene delivery that can be used for delivery of the coding 
sequence include, for example, use of hand-held gene transfer particle gun (see, e.g., USPN 
5, 149,655); use of ionizing radiation for activating transfenred gene (see, e.g., USPN 5,206,152 and 
WO 92/11033). 

25 The present invention will now be illustrated by reference to the following examples which set 

forth particularly advantageous embodiments. However, it should be noted that these embodiments ate 
illustrative and are not to be construed as restricting the invention in any way. 

EXAMPLES 

30 The following examples are put forth so as to provide those of ordinary skill in the art with a 

complete disclosure and description of how to make and use the present invention, and are not intended 
to limit the scope of what the inventors regard as their invention nor are they intended to represent that 
the experiments below are all or the only experiments performed. It will be readily apparent to those 
skilled in the art that the formulations, dosages, methods of administration, and other parameters of 
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this invention may be further modified or substituted in various ways without departing from the spirit 
and scope of the invention. Efforts have been made to ensure accuracy with respect to numbers used 
(e.g. amounts, temperature, etc.) but some experimental errors and deviations should be accounted for. 
Unless indicated otherwise, parts are parts by weight, molecular weight is weight average molecular 
5 weight, temperature is in degrees Centigrade, and pressure is at or near atmospheric. 

Example l:Source of Biological Materials and Overview ofNovel Polynucleotides Expressed bv the 
Biological Materials 

Candidate polynucleotides that may represent novel polynucleotides were obtained from 

10 cDNA libraries generated from selected cell lines and patient tissues, hi order to obtain the candidate 
polynucleotides, mRNA was isolated from several selected cell lines and patient tissues, and used to 
construct cDNA libraries. The cells and tissues that served as sources for these cDNA libraries are 
summarized in Table 1 below. 

Human colon cancer cell line Kml2L4-A (Morikawa, et aL, Cancer Research (1988X48:6863) 

15 is derived from the KM12C cell line. The KM12C cell line (Morikawa et al Cancer Res. (1988) 
48: 1943- 1948), which is poorly metastatic (low metastatic) was established in culture from a Dukes* 
stage B2 surgical specimen (Morikawa et al. Cancer Res. (1988) 48:6863). The KM12L4-A is a 
highly metastatic subline derived from KM12C (Yeatman et al. Nucl. Acids. Res. (1995) 23:4007; 
Bao-Ling et al. Proc. Annu. Meet Am. Assoc. Cancer. Res. (1995) 21:3269). The KM12C and 

20 KM12C-derived cell lines (e.g., KM12L4, KM12L4-A, etc.) are well-recognized in the art as a model 
cell line for the study of colon cancer (see, e.g., Moriakawa et al., supra; Radinsky et al. Clin. Cancer 
Res. (1995) 1: 19; Yeatman et al., (1995) supra; Yeatman et al. Clin. Exp. Metastasis (1996) 14:246). 

The MDA-MB-23 1 cell line (Brinkley et al. Cancer Res, (1980) 40:3 1 18-3 129) was originally 
isolated from pleural effusions (Cailleau, J. Natl. Cancer. Inst. (1974) 53:661), is of high metastatic 

25 potential, and forms poorly differentiated adenocarcinoma grade II in nude mice consistent with breast 
carcinoma. The MCF7 cell line was derived from a pleural effusion of a breast adenocarcinoma and is 
rion-metastatic. The MV-522 cell line is derived from a human lung carcinoma and is of high 
metastatic potential. The UCP-3 cell line is a low metastatic human lung carcinoma cell line; the MV- 
522 is a high metastatic variant of UCP-3. These cell lines are well-recognized in the art as models for 

30 the study of human breast and lung cancer (see, e.g., Chandrasekaran et al., Cancer Res. (1979) 39:870 
(MDA-MB-23 1 and MCF-7); Gastpar et al, J Med Chem (1998) 41:4965 (MDA-MB-231 and MCF- 
7); Ranson et al, Br J Cancer (1 998) 77: 1586 (MDA-MB-23 1 and MCF-7); Kuang et al. Nucleic 
Acids Res (1998) 26: 1 1 16 (MDA-MB-23 1 and MCF-7); Varki et al, Int J Cancer (1987) 40:46 
(UCP-3); Varki et al. Tumour Biol. (1990) 11:327; (MV-522 and UCP-3); Varki et aL, Anticancer 
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Res. (1990) 10:637; (MV-522); Kelner et al., Anticancer Res (1995) 15:867 (MV-522); and Zhang et 
aL, Anticancer Drugs (1997) 8:696 (MV522)), 

The samples of libraries 15-20 are derived from two different patients (UC#2, and UC#3). 
The bFGF-treated HMVEC were prepared by incubation with bFGF at lOng/ml for 2 hrs; the VEGF- 
5 treated HMVEC were prepared by incubation with 20ng/ml VEGF for 2 hrs. Following incubation 
with the respective growth factor, the cells were washed and lysis buffer added for RNA preparation. 
The GRRpz and WOca cell lines were provided by Dr. Donna M. Peehl, Department of Medicine, 
Stanford University School of Medicine. GRRpz was derived from normal prostate epithelium. The 
WOca cell line is a Gleason Grade 4 cell line. 



Table 1. Description of cDNA Libraries 
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Human Breast Cancer Cell Line MCF7: Non Metastatic 


318979 


s 


Human Lunff Cancer Cell Line MV-522' Hifih Metastatic Potential 


223620 


9 


Human Lung Cancer Cell Line UCP-3: Low Metastatic Potential 


312503 


12 


Human microvascular endothelial cells (HMEC) - UNTREATED 
(PCR (OttgodT) cDNA library) 


41938 


13 


Human microvascular endothehal cells (HMEC) - bFGF TREATED 
(PCR (OligodT) cDNA library) 


42100 


14 


Human microvascular endothehal cells (HMEC) - VEGF TREATED 
(PCR (OligodT) cDNA library) 


42825 


15 


Normal Colon - UC#2 Patient (MICRODISSECTED PCR (OligodT) . 
cDNA library) 


282722 


16 


Colon Tumor - UC#2 Patient (MICRODISSECTED PCR (OligodT) 
cDNA library) 


298831 


17 


Liver Metastasis from Colon Tumor of UC#2 Patient 
(MICRODISSECTED PCR (OligodT) cDNA library) 


303467 


18 


Noraial Colon - UC#3 Patient (MICRODISSECTED PCR (OligodT) 
cDNA library) 


36216 


19 


Colon Tumor - UC#3 Patient (MICRODISSECTED PCR (OligodT) 
cDN A library) 


41388 


20 


Liver Metastasis from Colon Tumor of UC#3 Patient 
(MICRODISSECTED PCR (OligodT) cDNA library) 


30956 


21 


GRRpz Cells derived from normal prostate epithelium 


164801 


22 


WOca Cells derived from Gleason Grade 4 prostate cancer epithelium 


162088 


23 


Normal Lung Epithelium of Patient #1006 (MICRODISSECTED PCR 
(OligodT) cDNA library) 


306198 
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25 


Normal Prostate Epithelium from Patient IF 97-268 1 1 


279444 


26 


Prostate Cancer Epithelium Gleason 3+3 Patient IF97-26811 


269406 


27 


Normal Breast Epithelium from Patient 515 


239494 


28 


Primary Breast tumor from Patient 5 15 


259960 


29 


Lymph node metastasis from Patient 5 15 


326786 


30 


Normal Prostate Epithelium from Chiron Patient ID 884 


298431 


31 


Prostate Cancer Epithelium (Gleason 4+4) from Chiron Patient ID 884 


331941 



Characterization of sequences in the libraries 

After using the software program Phred (ver 0.000925.C, Green and Weing,, ©1993-2000) to 
select those polynucleotides having the best quality sequence, the polyncueltoides were compared 
5 against the public databases to identify any homolgous sequences. The sequences of the isolated 
polynucleotides were first masked to eliminate low complexity sequences using the BLASTX masking 
program (Claverie "Effective Large-Scale Sequence Similarity Searches," In: Computer Methods for 
Macromolecular Sequence Analysis, Doolittle, ed., Meth. Enzymol. 266:212-227 Academic Press, 
NY, NY (1996); see particularly Claverie, in "Automated DNA Sequencing and Analysis Techniques" 

10 Adams et al, eds., Chap. 36, p. 267 Academic Press, San Diego, 1994 and Claverie et al. Comput. 
Chem. (1993) 17:191 ). Generally, masking does not influence the final search results, except to 
eliminate sequences of relatively little interest due to their low complexity, and to eliminate multiple 
"hits" based on similarity to repetitive regions common to multiple sequences, e.g., Alu repeats. The 
remaining sequences were then used in a BLASTN vs. GenBank search; sequences that exhibited 

15 greater than 70% overlap, 99% identity, and a p value of less than 1 x 10e-40 were discarded 

Sequences from this search also were discarded if the inclusive parameters were met, but the sequence 
was ribosomal or vector-derived 

The resulting sequences from the previous search were classified into three groups (1, 2 and 3 
below) and searched in a BLASTX vs. NRP (non-redundant proteins) database search: (1) unknown 

20 (no hits in the GenBank search), (2) weak similarity (greater than 45% identity and p value of less than 
1 x 10e-5), and (3) high similarity (greater than 60% overlap, greater than 80% identity, and p value 
less than 1 x 10e-5). Sequences having greater than 70% overlap, greater than 99% identity, and p 
value of less than 1 x 10e-40 were discarded. 

The remaining sequences were classified as unknown (no hits), weak similarity, and high 

25 similarity (parameters as above). Two searches were performed on these sequences. First, a BLAST 
vs. EST database search was performed and sequences with greater than 99% overlap, greater than 
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99% similarity and a p value of less than 1 x 10e-40 were discarded. Sequences with a p value of less 
than 1 x 10e-65 when compared to a database sequence of human origin were also excluded Second, a 
BLASTN vs. Patent GeneSeq database was perfonned and sequences having greater than 99% 
identity, p value less than 1 x 10e-40, and greater than 99% overlap were discarded 
5 The remaining sequences were subjected to screening using other rules and redundancies in the 

dataset. Sequences with a p value of less than 1 x 10e-l 1 1 in relation to a database sequence of human 
origin were specifically excluded. The final result provided the 8064 sequences listed as SEQ ID 
NOS:1-6010 in the accompanying Sequence Listing and summarized in Table 2 (inserted prior to 
claims). Each identified polynucleotide represents sequence from at least a partial mRNA transcript 

10 Summary of polynucleotides of the invention 

Table 2 (inserted prior to claims) provides a summary of polynucleotides isolated as described 
Specifically, Table 2 provides: 1) the SEQ ID NO ("SEQ ID") assigned to each sequence for use in 
the present specification; 2) theCluster Identification No. ("CLUSTER"); 3) the Sequence Name 
assigned to each sequence; 3) the sequence name ("SEQ NAME") used as an internal identifier of the. 

15 sequence; 4) the orientation of the sequence ("ORIENT") (either forward (F) or reverse (R)); 5) the 
name assigned to the clone from which the sequence was isolated ("CLONE ID"); and the name of the 
library from which the sequence was isolated ("LIBRARY"), where the notatiion indicates that name 
of the cell line or patient sample (e.g., UC2-NormCoIon indicates the sequence was isolated from 
nonnla colon tissue of the patient assigned the idnetification UC#2). Because at least some of the 

20 provided polynucleotides represent partial mRNA transcripts, two or more polynucleotides may 

represent different regions of the same mRNA transcript and the same gene and/or may be contained 
within the same clone. Thus, for example, if two or more SEQ ID NOS: are identified as belonging to 
the same clone, then either sequence can be used to obtain the full-length mRNA or gene 

25 Example 2:Results of Public Database Search to Identify Function of Gene Products 

SEQ ID NOS: 1-6010 were translated in all three reading frames, and the nucleotide sequences 
and translated amino acid sequences used as query sequences to search for homologous sequences in 
either the GenBank (nucleotide sequences) or Non-Redundant Protein (amino acid sequences) 
databases. Query and individual sequences were aligned using the BLAST 2.0 programs, available 

30 over the world wide at a site sponsored by the National Center for Biotechnology Information, which is 
supported by the National Library of Medicine and the National Institutes of Health (see also Altschul, 
etal. Nucleic Acids Res. (1997) 25:3389-3402). The sequences were masked to various extents to . 
prevent searching of repetitive sequences or poly-A sequences, using the BLASTX program for 
masking low complexity as described above in Example 1 . 
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Tables 3A and 3B (inserted prior to claims) provides the alignment summaries having a p 
value of 1 x 10e-2 or less indicating substantial homology between the sequences of the present 
invention and those of the indicated public databases. Specifically, Table 3 A provides the SEQ ID NO 
of the query sequence, the accession number of the GenBank database entry of the homologous 
5 sequence, and the individual p value of each alignment Table 3 A provides the SEQ ID NO of the 
query sequence, the accession number of the Non-Redundant Protein database entry of the homologous 
sequence, and the individual p value of each alignment The alignments provided in Tables 3 A and 3B 
are the best available alignment to a DNA or amino acid sequence at a time just prior to filing of the 
present specification. The activity of the polypeptide encoded by the SEQ ID NOS listed in these 

10 tables can be extrapolated to be substantially the same or substantially similar to the activity of the 
reported nearest neighbor or closely related sequence. The accession number of the nearest neighbor is 
reported, providing a publicly available reference to the activities and functions exhibited by the 
* nearest neighbor. The public information regarding the activities and functions of each of the nearest 
neighbor sequences is incorporated by reference in this application. Also incorporated by reference is 

15 all publicly available information regarding the sequence, as well as the putative and actual activities 
and functions of the nearest neighbor sequences listed in Tables 3A and 3B and their related sequences. 
The search program and database used for the alignment, as well as the calculation of the p value are 
also indicated 

Full length sequences or fragments of the polynucleotide sequences of the nearest neighbors 
20 can be used as probes and primers to identify and isolate the full length sequence of the corresponding 
polynucleotide. The nearest neighbors can indicate a tissue or cell type to be used to construct a library 
for the full-length sequences of the corresponding polynucleotides. 

Example 3:Members of Protein Families 

25 SEQ ID NOS: 1-6010 were used to conduct a profile search as described in the specification 

above. Several of the polynucleotides of the invention were found to encode polypeptides having 
characteristics of a polypeptide belonging to a known protein family (and thus represent members of 
these protein families) and/or comprising a known functional domain. Table 4 (inserted before claims) 
provides the SEQ ID NO: of the query sequence, the Sequence Name, the Cluster to which the 

30 sequence is assigned, a brief description of the profile hit, the orientation (Direction, "Dir") of the 
query sequence with respect to the individual sequence )where forward (for) indicates that the 
alignment is in the same direction (left to right) as the sequence provided in the Sequence Listing and 
reverse (rev) indicates that the alignment is with a sequence complementary to the sequence provided in 
the Sequence Listing), and the score of the profile hit 
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Some polynucleotides exhibited multiple profile hits where the query sequence contains 
overlapping profile regions, and/or where the sequence contains two different functional domains. 
Each of the profile hits of Table 4 is described in more detail below. The acronyms for the profiles 
(provided in parentheses) are those used to identify the profile in the Pfam, Prosite, and InterPro 
5 databases. The Pfam database can be accessed through web sites supported by Genome Sequencing 
Center at the Washington University School of Medicine or by the European Molecular Biology 
Laboratories in Heidelberg, Germany. The Prosite database dm be accessed at the ExPASy Molecular 
Biology Server on the internet. The InterPro database can be accessed at a web site supported by the 
EMBL European Bioinformatics Institute. The public information available on the Pfam, Prosite, and 
1 0 InterPro databases regarding the various profiles, including but not limited to the activities, function, 
and consensus sequences of various proteins families and protein domains, is incorporated herein by 
* reference. 

Seven Transmembrane Integral Membrane Proteins -- Rhodopsin Family (7tm 1; Pfam 
Accession No. PF00001V SEQ ID NOS:2973, 5467, and 5508 correspond to sequences encoding a 

1 5 polypeptides that are members of the seven transmembrane (7tm) receptor rhodopsin family. G- 
protein coupled receptors of the (7tm) rhodopsin family (also called R7G) are an extensive group of 
hormones, neurotransmitters, and light receptors which transduce extracellular signals by interaction 
with guanine micleotide-binding (G) proteins (Strosberg, Eur. J. Biochem. (1991) 196:1; Kerlavage, 
Curr. Opto. Struct Biol. (1991) 1 :394; Probst et al., DNA Cell Biol. (1992) 11:1; Savarese et al., 

20 Biochem. J. (1992) 283:1. The consensus pattern that contains the conserved triplet and that also 
spans the major part of the third transmembrane helix is used to detect this widespread family of 
proteins: [GSTALIVMFWCHGSTANCPDE]^ [LIVMFT]- 
[GSTANC]-[LIVMFWS^ [LIVM]. 

Ank Repeats TANK: Pfam Accession No, PF0023), SEQ ID NOS:445, 487 and 3013 

25 represent polynucleotides encoding Ank repeat-a>ntaining proteins. The ankyrin motif is a 33 amino 
acid sequence named after the protein ankyrin which has 24 tandem 33-amino-acid motifs. Ank ^ 
repeats were originally identified in the cell-cycle-control protein cdcl 0 (Breeden et al., Nature (1987) 
329:651). Proteins containing ankyrin repeats include ankyrin, myotropin, I-kappaB proteins, cell 
cycle protein cdclO, the Notch receptor (Matsuno et al., Development (1997) 124(21):4265); G9a (or 

30 BAT8) of the class III region of the major histocompatibility complex (Biochem J. (1993) 290:81 1- 
818); FABP, GABP, 53BP2, Linl2, glp-1, SW14, and SW16. The functions of the ankyrin repeats 
are compatible with a role in protein-protein interactions (Bork, Proteins (1993) 17(4):363; Lambert 
and Bennet, Eur. J. Biochem. (1993) 21 1: 1; Kerr et al., Current Op. Cell Biol. (1992) 4:496; Bennet et 
al,J. Biol Chem. (1980) 255:6424). 
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Basic Region Plus Leucine Zipper Transcription Factors fBZP: Pfam Accession 
No, PF00170) . SEQ IDNOS:108, 1714, 3931, and 4356 represent polynucleotides encoding novel 
members of the family of basic region plus leucine zipper transcription factors. The bZIP superfamily 
(Hurst, Protein Prof. (1995) 2:105; andEUenberger, Curr. Opin. Struct. Biol. (1994) 4:12) of 
5 eukaryotic DNA-binding transcription factors encompasses proteins that contain a basic region 

mediating sequence-specific DNA-binding followed by a leucine zipper required for dimerization. The 
consensus pattern for this protein family is: [KR]-x(l,3)-[RKSAQ]-N-x(2)-[SAQ](2)-x- 
[RKTAENQ]-x-R-x-[RK|. 

DEAD and DEAH box families ATP-dependent heHcases (Dead box helic: Pfam Accession 

10 No, PF00270. SEQ ID NOS:38, 415, and 5756 correspond to sequences encoding a polypeptides that 
are members of the DEAD box family. A number of eukaiyotic and prokaiyotic proteins have been 
characterized (Schmid et al, Mol Microbiol. (1992) 6:283; Linder et al, Nature (1989) 557:121; 
Wassarman et al, Nature (1991) 349:463) on the basis of their structural similarity. All are involved 
in ATP-dependent, nucleic-acid unwinding. All DEAD box family members of the above proteins 

15 share a number of conserved sequence motifs, some of which are specific to the DEAD family while 
others are shared by other ATP-binding proteins or by proteins belonging to the helicases 
'superfamily' (Hodgman, Nature (1988) 333:22 and Nature (1988) 333:578 (Errata)). One of these 
motifs, called the D-E-A-D-box 1 , represents a special version of the B motif of ATP-binding proteins. 
Some other proteins belong to a subfamily which have His instead of the second Asp and are thus said 

20 to be 'D-E-A-H-box' proteins (Wassarman et al., Nature (1991) 349:463; Harosh et al., Nucleic Acids 
Res. (1991) 19:6331; Koonin et al., J. Gen. Virol. (1992) 73:989). The following signature patterns 
are used to identify member for both subfamilies: 1) |LIVMF](2)-D-E-A-D-[RKEN]-x- 
[LIVMFYGSTN]; and 2) [GSAH]-x.tLIVMF](3)-D-E-[ALIV]-H-[NECR]. 

Defensins f defensins: Pfam Accession No. PF00323. SEQ ID NO:486 corresponds to a 

25 sequence encoding a polypeptide that is a member of the mammalian defensin family. Defensins are a 
family of structurally related cysteine-rich peptides which are active against many Gram-positive v 
bacteria, fungi, and enveloped viruses (Lehrer et al, ASM News (1990) 56:3 15-3 18; Lehrer et al, Cell 
(1991) 6*229-230; Kagan etal % Toxicology (1994) 57:131-149; Lehrer etal t Annu. Rev. Immunol 
(1993) 77:105-128; White Curr. Opin. StrucJ Biol. (1995)5:521-527). Some defensins inhibit 

30 corticotropoid-stimulated corticosteroid production and also play a significant role in innate immunity 
to infection and neoplasia. The peptides known to belong to this family range in length from 29 to 35 
amino acids and have seven invariant residues, including six cysteines that are all involved in intrachain 
disulfide bonds. The following consensus pattern is used to identify members of this protein family: C- 
x^C-x(3,5)-C-x(7)-G-x-C-x(9)-C-C. 
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EF Hand (Efhand: Pfam Accession No. PF00Q36V SEQ ID NO:4373 coiTesponds to a 
polynucleotide encoding a member of the EF-hand protein family, a calcium binding domain shared by 
many calcium-binding proteins belonging to the same evolutionary family (Kawasaki et al 9 Protein. 
Prof. (1995) 2:305-490). The domain is a twelve residue loop flanked on both sides by a twelve 
5 residue alpha-helical domain, with a calcium ion coordinated in a pentagonal bipyramidal 

configuration. The six residues involved in the binding are in positions 1, 3, 5, 7, 9 and 12; these 
residues are denoted by X, Y, Z, -Y, -X and -Z. The invariant GIu or Asp at position 12 provides two 
oxygens for liganding Ca (bidentate ligand). The consensus pattern includes the complete EF-hand 
loop as well as the first residue which follows the loop and which seem to always be hydrophobic: D- 
10 x-[DNSKILVFW}-PENSTG]^^ 
[LIVMFYW]. 

Epidermal Growth Factor (EGF: Pfam Accession No. PF000081 SEQ ID N0.3689 represents 
a polynucleotide encoding a member of the EGF family of proteins. The distinguishing characteristic 
of this family is the presence of a sequence of about thirty to forty amino acid residues found in 

15 epidermal growth factor (EGF) which has been shown to be present, in a more or less conserved form, 
in a large number of other proteins (Davis, NewBiol. (1990) 2:410-419; Blomqui$tetaL t Proc.NatL 
Acad Set USA. (1984)57:7363-7367; BarkerU/a/., Protein Nucl. Acid Em. (1986) 2P:54-86; 
Doolittle et al t Nature. (1984) 307:558-560; Appella et al t FEBSLett. (1988) 257:1-4; Campbell 
and Bork, Curr. Opin. Struct Biol (1993) 3:385-392). A common feature of the domain is that the 

20 conserved pattern is generally found in the extracellular domain of membrane-bound proteins or in 

proteins known to be secreted. The EGF domain includes six cysteine residues which have been shown 
to be involved in disulfide bonds. The main structure is a two-stranded beta-sheet followed by a loop 
to a C-terminal short two-stranded sheet Subdomains between the conserved cysteines strongly vary 
in length The following consensus patterns are used to identify members of this family: C-x-C-x(5)- 

25 G-x(2)-C and C-x-C-x(s)-[GP]-P ? YW]-x(4,8)-C. 

Ets Domain (Ets Cterm: Pfam Accession No. PF00178). SEQ ID NO:6 represents a 
polynucleotide encoding a polypeptide with C-terminal homology in the ETS domain. Proteins of this 
family contain a conserved domain, the "ETS-domain," that is involved in DNA binding. The domain 
appears to recognize purine-rich sequences; it is about 85 to 90 amino acids in length, and is rich in 

30 aromatic and positively charged residues (Wasylyk et al, Eur. J. Biochem. (1993) 2/7:718). The ets 
gene family encodes a novel class of DNA-binding proteins, each of which binds a specific DNA 
sequence and comprises an ets domain that specifically interacts with sequences containing the 
common core tri-nucleotide sequence GGA. In addition to an ets domain, native ets proteins comprise 
other sequences which can modulate the biological specificity of the protein. Ets genes and proteins 
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are involved in a variety of essential biological processes including cell growth, differentiation and 
development, and three members are implicated in oncogenic process. 

Pleckstrin Homology (PH: Pfam Accession No. PF00169), SEQ ID NOS:228 and 6001 
correspond to polynucleotides encoding members of the PH family. The pleckstrin homology domain 
5 is a domain of about 1 00 residues that occurs in a wide range of proteins involved in intracellular 
signaling or as constituents of the cytoskeleton (Mayer et al, Cell (1993) 73:629-630; Haslam et al, 
Nature (1993) 3(53:309-310; Musacchio et al, Trends Biochem. ScL (1993) i8:343-348; Gibson et 
al, Trends Biochem. ScL (1994) 79:349-353; Vwson, Nature (1995) 373:573-580; Ingley and 
Hemmings, J. Cell Biochem. (1994) 55:436-443; Saraste andHyvonen, Curr. Opin. Struct Biol 

10 (1995) 5:403-408). All known structures of PH domains have two perpendicular anti-parallel beta 
sheets, followed by a C-terminal amphipathic helix. The loops connecting the beta-strands differ 
. greatly in length, making the PH domain relatively difficult to detect (Riddihough, Nat Struct Biol. 
(1 994) / .755-757). There are no totally invariant residues within this domain. 

Protein Kinase fprotkinase: Pfam Accession No. PF00069V SEQ IDNOS:9, 39, 69, 1 18, 229 

15 and 4151 represent polynucleotides encoding protein kinases, which catalyze phosphorylation of 
proteins in a variety of pathways, and are implicated in cancer. Eukaryotic protein kinases (Hanks et 
al 9 FASEB J. (1995) 0:576; Hunter,Merft. Enzymol. (1991) 200:3; Hanks et al, Meth. Enzymol 
(1991) 200:38; Hanks, Curr. Opin. Struct Biol. (1991) 7:369; Hanks et aL, Science (1988) 241A2) 
belong to a very extensive family of proteins that share a conserved catalytic core common to both 

20 serine/threonine and tyrosine protein kinases. There are a number of conserved regions in the catalytic 
domain of protein kinases. The first region, located in the N-terminal extremity of the catalytic 
domain, is a glycine-rich stretch of residues in the vicinity of a lysine residue, which has been shown to 
be involved in ATP binding. The second region, located in the central part of the catalytic domain, 
contains a conserved aspartic acid residue that is important for the catalytic activity of the enzyme 

25 (Knighton et al, Science (1991) 253:407). 

The protein kinase profile includes two signature patterns for this second region: one specific 
for serine/threonine kinases and the other for tyrosine kinases. A third profile is based on the 
alignment in Hanks et al {FASEB J. (1995) 0:576) and covers the entire catalytic domain The 
consensus patterns are as follows: 1) [LIV]-G-{P}-G-{P}-tFYWMGSTNH]-[SGA]-{PW}- 

30 [LIVCATHPD}-x-[GSTACL^^ 

where K binds ATP; 2) [LIVMFYC>x-[HY]-x^ where D is 

an active site residue; and 3) (LIVMFYC]-x-[HY]-x-D-[LIVMFY]-p^ 
where D is an active site residue. 
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Retroviral aspartv] protease (RVP: Pfam Accession No. PF00077). SEQIDNO:2038 
corresponds to a polynucleotide encoding a member of the Aspartyl Protease family. Aspartyl 
proteases, also know as acid proteases, are a widely distributed family of proteolytic enzymes known to 
exist in vertebrates, fungi, plants, retroviruses and some plant viruses (Foltmann, Essays Biochem 
5 (1981) 77:52-84; Davies,^™. Rev. Biophys. Chem. (1990) 7P:189-215; Rao etal, Biochemistry 
(1991) 50:4663-4671). Most retroviral aspartyl proteases (RVP) are homodimers of a chain of about 
95 to 125 amino acids. In most retroviruses, the protease is encoded as a segment of a polyprotein 
which is cleaved during the maturation process of the virus. RVP is generally part of the pol 
polyprotein and, more rarely, of the gag polyprotein. The consensus pattern is as follows: 
10 [LIVMFGAC]-[LIVMT^ 

[LIVMFGTA] P is the active site residue]. 

Reverse Transcriptase (rvt: Pfam Accession No. PF0Q078V SEQIDNOS:1511 and2514 
represent polynucleotides encoding reverse transcriptases, which occur in a variety of mobile elements, 
including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and 
15 caulimoviruses (Xiong and Eickbush, EMBOJ (1990) P:3353-3362). Reverse transcriptases catalyze 
RNA-template-directed extension of the 3'-end of a DNA strand by one deoxynucleotide at a time and 
require an RNA or DNA primer. 

Transforming growth factor beta like domain (TGF beta: Pfam Accession No. PF00019V 
SEQ ID NO:5522 represents a polynucleotide encoding a polypeptide of the TGF-beta family. 
20 Proteins from the transforming growth factor-beta family are active as homo- or hetero-dimers with the 
two chains being linked by a single disulfide bond (Roberts and Sporn, In Peptide growth factors and 
their receptors, Handbook of Experimental Pharmacology, Vol. 95, pp419-475, Springer Verlag, 
Heidelberg, (1990); Burt, Biochem. Biophys. Res. Commun. (1992) 7^:590-595; Burt and Law, 
Prog. Growth Factor Res. (1994) 5:99-1 18). It is known from X-ray studies that all the other 
25 cysteines of the sequence are involved in interchain disulfide bonds (Daopin etai, Science (1992) 

257:369-373). Members of this family can be recognized by the following consensus pattern: [LIVM]- 
x(2)-P-x(2)-[FY]-x(4)-C-x-G-x-C (The two Cs are involved in disulfide bonds). 

WD Domain (WD40V G-Beta Repeats fWD domain: Pfam Accession No. PF00400Y SEQ 
ID NO: 1 17 represents a member of the WD domain/G-beta repeat family. Beta-transducin (G-beta) is 
30 one of the three subunits (alpha, beta, and gamma) of the guanine nucleotide-binding proteins (G 
proteins) which act as intermediaries in the transduction of signals generated by transmembrane 
receptors (Gilman, Annu. Rev. Biochem. (1987) 56:615). The alpha subunit binds to and hydrolyzes 
GTP; the beta and gamma subunits are required for the replacement of GDP by GTP as well as for 
membrane anchoring and receptor recognition. In higher eukaryotes, G-beta exists as a small 
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multigene family of highly conserved proteins of about 340 amino acid residues. Structurally, G-beta 
has eight tandem repeats of about 40 residues, each containing a central Trp-Asp motif (this type of 
repeat is sometimes called a WD-40 repeat). The consensus pattern for the WD domain/G-Beta repeat 
family is: [LIWSTAC]-[LrVM^ 
5 [LIVMWSTAC>x-[LIV^ 

Zinc Finger. C2H2 Type (Zincfing C2H2: Pfam Accession No. PF00096) . SEQBDNOS:61, 
502, 700, 847, 2034, 2054, 3403, 3524, 3653, 3723, 4688, and 4979 correspond to polynucleotides 
encoding members of the C2H2 type zinc finger protein family, which contain zinc finger domains that 
facilitate nucleic acid binding (Klug et al, Trends Biochem. Set (1987) /2:464; Evans et al, Cell 
10 (1988) 52:1; ?vyreetaL 9 EEBSLett. (1988) 254:245; Miller etal, EMBOJ. (1985) 4:1609; and 
Berg, Proc. Natl Acad Set USA (1988) 55:99). In addition to the conserved zinc ligand residues, a 
number of other positions are also important for the structural integrity of the C2H2 zinc fingers 

j 

(Rosenfeld et al 9 J. BiomoL Struct Dyn. (1993) 1 1 :557). The best conserved position, which is 
generally an aromatic or aliphatic residue, is located four residues after the second cysteine. The 

15 consensus pattern for C2H2 zinc fingers is: C-x(2,4)-C-x(3)-|TUIVM^^ The 
two C's and two H*s are zinc ligands. 

Zinc Finger. C2HC Type (Zincfing C2HC: Pfam Accession No. PF01530Y SEQID 
NO:3814 represents a member of the C2HC zinc finger family. The 18 residue C2HC domain is 
mainly found in the retroviral nucleocapsid protein, and is required for viral genome packaging and for 

20 the early infection process (Katz and Jentoft, Bioessays (1989) ii:176-181; Urbanejaef al, JMol 
Biol (1999) 257:59-75). In addition, the CCHC domain is found in eukaryotic proteins involved in 
RNA binding or single-strand DNA binding. 

Zinc finger. C3HC4 type (RING fingert. signature (Zincfing C3HC4: Pfam Accession 
No. PF00097V SEQ ID NO:3 140 represents a polynucleotide encoding a polypeptide having a 

25 C3HC4 type zinc finger signature. A number of eukaryotic and viral proteins contain this signature, 
which is primarily a conserved cysteine-rich domain of 40 to 60 residues (Borden et al, Gurr. Opin. 
Struct. Biol (1996) 6:395) that binds two atoms of zinc, and is probably involved in mediating 
protein-protein interactions. The 3D structure of the zinc ligation system is unique to the RING 
domain'and is referred to as the "cross-brace" motif. The spacing of the cysteines in such a domain is 

30 C-x(2)-C-x(9 to 39)-C-x(l to 3)-H-x(2 to 3)-C-x(2)-C-x(4 to 48)-C-x(2)-C. The signature pattern for 
the C3HC4 finger is based on the domain's central region: C-x-H-x-[LIVMFY]-C-x(2)-C-[LlVMYA]. 

Zinc finger. CCCH type. (Zincfing CCCH: Pfam Accession No. PF00642V SEQIDNO:877 
corresponds to a polyncleotide encoding a member of the CCCH zinc finger protein family. This 
domain is present in many eukaryotic proteins, including zinc finger proteins involved in cell cycle or 
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growth phase-related regulation and regulatory proteins involved in regulating the response to growth 
factors. It has been shown that proteins containing the CCCH zinc finger interact with the 3' 
untranslated region of various mRNA (CarbaUo et al, Science (1998) 2S7:100M005; Lai et al, Mol 
Cell Biol (1999) iP:431 1-4323) and that this domain is often present in two copies. The consensus 
pattern for the CCCH zinc fingers is: C-x8-C-x5-C-x3-K 

Example 4: Descriptio n of Libraries and Detection of Differential Expression 

The relative expression levels of the polynucleotides of the invention were assessed in several 
libraries prepared from various sources, including cell lines and patient tissue samples. Table 1 above 
provides a summary of these libraries, including the shortened library name! the mRNA source used to 
prepared the cDNA library, the "nickname" of the library that is used in the tables below (in quotes), 
and the approximate number of clones in the library. 

Each of the libraries is composed of a collection of cDNA clones that in turn are representative 
of the mRNAs expressed in the indicated mRNA source. In order to facilitate the analysis of the 
millions of sequences in each library, the sequences were assigned to clusters. The concept of "cluster 
of clones" is derived from a sorting/grouping of cDNA clones based on their hybridization pattern to a 
panel of roughly 300 7bp oligonucleotide probes (see Drmanac etal 9 Genomics (1996) S7(l):29). 
Random cDNA clones from a tissue library are hybridized at moderate stringency to 300 7bp 
oligonucleotides. Each oligonucleotide has some measure of specific hybridization to that specific 
clone. The combination of 300 of these measures of hybridization for 300 probes equals the 
"hybridization signature" for a specific clone. Clones with similar sequence will have similar 
hybridization signatures. By developing a sorting/grouping algorithm to analyze these signatures, 
groups of clones in a library can be identified and brought together computationally. These groups of 
clones are termed "clusters". Depending on the stringency of the selection in the algorithm (similar to 
the stringency of hybridization in a classic library cDNA screening protocol), the "purity" of each 
cluster can be controlled. For example, artifacts of clustering may occur in computational clustering 
just as artifacts can occur in "wet-lab" screening of a cDNA library with 400 bp cDNA fragments, at 
even the highest stringency. The stringency used in the implementation of cluster herein provides 
groups of clones that are in general from the same cDNA or closely related cDNAs. Closely related 
clones can be a result of different length clones of the same cDNA, closely related clones from highly 
related gene families, or splice variants of the same cDNA. 

Differential expression for a selected cluster was assessed by first determining the number of 
cDNA clones corresponding to the selected cluster in the first library (Clones in 1 st ), and the 
determining the number of cDNA clones corresponding to the selected cluster in the second library 
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(Clones in 2 nd ). Differential expression of the selected cluster in the first library relative to the second 
library is expressed as a "ratio" of percent expression between the two libraries. In general, the "ratio" 
is calculated by: 1) calculating the percent expression of the selected cluster in the first library by 
dividing the number of clones corresponding to a selected cluster in the first library by the total number 

5 of clones analyzed from the first library; 2) calculating the percent expression of the selected cluster in 
the second library by dividing the number of clones corresponding to a selected cluster in a second 
library by the total number of clones analyzed from the second library; 3) dividing the calculated 
percent expression from the first library by the calculated percent expression from the second library. 
If the "number of clones" corresponding to a selected cluster in a library is zero, the value is set at 1 to 

10 aid in calculation. The formula used in calculating the ratio takes into account the "depth" of each of 
the libraries being compared, i.e. , the total number of clones analyzed in each library. 

In general, a polynucleotide is significantly differentially expressed between two samples when 
the ratio value is greater than at least about 2, preferably greater than at least about 3, more preferably 
greater than at least about 5 , where the ratio value is calculated using the method described above. 

15 The significance of differential expression is determined using a z score test (Zar, Biostatistical 
Analysis. Prentice Hall, Inc., USA, "Differences Between Proportions;' pp 296-298 (1974). 

Using this approach, a numbet of polynucleotide sequences were identified as being 
differentially expressed between, for example, cells derived from high metastatic potential cancer tissue 
and low metastatic cancer cells, and between cells derived from metastatic cancer tissue and normal 

20 tissue. Evaluation of the levels of expression of the genes corresponding to these sequences can be 
valuable in diagnosis, prognosis, and/or treatment (e.g., to facilitate rationale design of therapy, 
monitoring during and after therapy, etc.). Moreover, the genes corresponding to differentially 
expressed sequences described herein can be therapeutic targets due to their involvement in regulation 
(e.g., inhibition or promotion) of development of, for example, the metastatic phenotype. For example, 

25 sequences that correspond to genes that are increased in expression in high metastatic potential cells 
relative to normal or non-metastatic tumor cells may encode genes or regulatory sequences involved in 
processes such as angiogenesis, differentiation, cell replication, and metastasis. 

Detection of the relative expression levels of differentially expressed polynucleotides described 
herein can provide valuable information to guide the clinician in the choice of therapy. For example, a 

30 patient sample exhibiting an expression level of one or more of these polynucleotides that corresponds 
to a gene that is increased in expression in metastatic or high metastatic potential cells may warrant 
more aggressive treatment for the patient. In contrast, detection of expression levels of a 
polynucleotide sequence that corresponds to expression levels associated with that of low metastatic 
potential cells may warrant a more positive prognosis than the gross pathology would suggest 
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A number of polynucleotide sequences of the present invention are differentially expressed 
between human microvascular endothelial cells (HMVEC) that have been treated with growth factors 
relative to untreated HMVEC. Sequences that are differentially expressed between growth factor- 
treated HMVEC and untreated HMVEC can represent sequences encoding gene products involved in 
5 angiogenesis, metastasis (cell migration), and other development and oncogenic processes. For 
example, sequences that are more highly expressed in HMVEC treated with growth factors (such as 
bFGF or VEGF) relative to untreated HMVEC can serve as drug targets for chemotherapeutics, e.g., 
decreasing expression of such up-regulated genes or inhibiting the activity of the encoded gene product 
would serve to inhibit tumor cell angiogenesis. Detection of expression of these sequences in colon 
10 cancer tissue can be valuable in determining diagnostic, prognostic and/or treatment information 

associated with the prevention of achieving the malignant state in these tissues, and can be important in 
risk assessment for a patient A patient sample displaying an increased level of one or more of these 
polynucleotides may thus warrant closer attention or more frequent screening procedures to catch the 
malignant state as early as possible. 
15 The differential expression of the polynucleotides can thus be used as, for example, diagnostic 

and/or prognostic markers, for risk assessment, patient treatment and the like. These polynucleotides 
can also be used in combination with other molecular and/or biochemical markers. 

The differential expression data for polynucleotides of the invention that have been identified 
as being differentially expressed across various combinations of the libraries described above is 
20 summarized in Table 5 (inserted prior to the claims). Table 5 provides: 1) the Sequence Identification 
Number ("SEQ ID NO") assigned to the polynucleotide; 2) the cluster ("CLUSTER") to which the 
polynucleotide has been assigned as described above; 3) the library comparisons that resulted in 
identification of the polynucleotide as being differentially expressed ("PAIR AB"), where the cDNA 
libraries used are referenced by their library numbers; 4) the number of clones corresponding to the 
25 polynucleotide in the first library listed ("CLONES A"); 5) the number of clones corresponding to the 
polynucleotide in the second library listed ("CLONES B"); 6) the "RATIO PLUS" where the 
comparison resulted in a finding that the number of clones in library A is greater than the number of 
clones in library B; and 7) the "RATIO MINUS" where the comparison resulted in a finding that the 
number of clones in library B is greater than the number of clones in library A. 
30 Detection of expression of genes that correspond to the above polynucleotides may be of 

particular interest in diagnosis, prognosis, risk assessment, and monitoring of treatment. Furthermore, 
differential expression of a specific gene across multiple libraries can also be indicative of a gene 
whose expression is associated with, for example, suppression of the metastatic phenotype or with 
development of the cell toward a metastatic phenotype. For example, SEQ ID NO:3744 coiresponds 

60 



' BNSDOCID: <WO 021450OA2J_> 



WO 02/14500 



PCT/US01/25840 



to a gene that is expressed at relatively higher levels in metastatized colon tumor than in normal colon 
tissue. Thus a relatively increased level of expression of the gene corresponding to SEQ ID NO:3744 
may be used as marker of a metastatic or pre-metastatic colon eels either alone or in combination with 
other markers. 

5 Some polynucleotides exhibited similar differential expression trends in libraries of different 

tissue origin (see, e.g. ., SEQ ID NO:337). These data suggest that the differential expression patterns 
of some genes associated with development of tumors indicate a role for those genes that is non- 
specific to the tissue of origin. 

10 Example 5: Detection of Differential Expression Using Arrays 

mRNA isolated from samples of cancerous and normal colon tissue obtained from patients 
were analyzed to identify genes differentially expressed in cancerous and normal cells. Normal and 
cancerous cells collected from ciyopreserved patient tissues were isolated using laser capture 
microdissection (LCM) techniques, which techniques are well known in the art (see, e.g., Ohyama et 

15 al (2000) Biotechniques 29:530-6; Cvsrmetal (2000) Mol Pathol 53:64-8; Suarez-Quianef 

(1999) Biotechniques 26:328-35; Simone et al (1998) Trends Genet 14:272-6; Conia et al (1997) J. 
Clin. Lab. Anal 1 1:28-38; Emmert-Buck et al (1996) Science 274:998-1001). 

Table 6 (inserted before the claims) provides information about each patient from which colon 
tissue samples were isolated, including: the Patient ID ("PT ID")and Path ReportID (}Path ID"), which 

20 are numbers assigned to the patient and the pathology reports for identification purposes; the group 
("Grp M )to which the patients have been assigned; the anatomical location of the tumor ("Anatom 
Loc"); the primary tumor size ("Size"); the primary tumor grade ("Grade"); the identification of the 
histopathological grade ("Histo Grade"); a description of local sites to which the tumor had invaded 
("Local Invasion"); the presence of lymph node metastases ("LN Met"); the incidence of lymph node 

25 metastases (provided as a number of lymph nodes positive for metastasis over the number of lymph 
nodes examined) ("Incidence Lymphnode Met"); the "Regional Lymphnode Grade"; the identification 
or detection of metastases to sites distant to the tumor and their location ("Dist Met & Loc"); the grade 
of distant metastasis ("Dist Met Grade"); and general comments about the patient or the tumor 
("Comments*'). Histophatology of all primary tumors incidated the tumor was adenocarcinmoa except 

30 for Patient ID Nos. 130 (for which no information was provided), 392 ( in which greater than 50% of 
the cells were mucinous carcinoma), and 784 (adenosquamous carcinoma). Extranodal extensions 
were described in three patients, Patient ID Nos. 784, 789, and 791, Lymphovascular invasion was 
described in Patient ID Nos. 128, 278, 517, 534, 784, 786, 789, 791, 890, and 892. Crohn's-like 
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infiltrates were described in seven patients, Patient ID Nos. 52, 264, 268, 392, 393, 784, and 791. 
Table 7 (below) provides information about the patients from whom the prostate tissue was isolated 
Table 7, Prostate paitent data. 



Prostate Patient 3D 


Tumor Gleason Grade 


Normal Prostate Description 


96 


3+3 Adenocarcinoma 


Normal jDrostate; Benign hyperplasia 


282 


4+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


286 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


294 


3+4 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


362 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


428 


4+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


492 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


492 


3+3 Adenocarcinoma 


Normal prostate;' Benign hyperplasia 


493 


3+4 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


510 


3+3 Adenocarcinoma 


Normal Prostate^ Benign hyperplasia 



i 

5 Identification of differentially expressed penes 

cDNA probes were prepared from total RNA isolated from the patient cells described above. 
Since LCM provides for the isolation of specific cell types to provide a substantially homogenous cell 
sample, this provided for a similarly pure RNA sample. 

Total RNA was first reverse transcribed into cDNA using a primer containing a T7 RNA . 
10 polymerase promoter, followed by second strand DNA synthesis. cDNA was then transcribed in vitro 
to produce antisense RNA using the T7 promoter-mediated expression (see, e.g. , Luo et aL (1999) 
Nature Med 5:1 17-122), and the antisense RNA was then converted into cDNA. The second set of 
cDNAs were again transcribed in vitro, using the T7 promoter, to provide antisense RNA. Optionally, 
the RNA was again converted into cDNA, allowing for up to a third round of T7-mediated 
1 5 amplification to produce more antisense RNA. Thus the procedure provided for two or three rounds of 
in vitro transcription to produce the final RNA used for fluorescent labeling. 

Fluorescent probes were generated by first adding control RNA to the antisense RNA mix, and 
producing fluorescently labeled cDNA from the RNA starting material. Fluorescently labeled cDNAs 
prepared from the tumor RNA sample were compared to fluorescently labeled cDNAs prepared from 
20 normal cell RNA sample. For example, the cDNA probes from the normal cells were labeled with Cy3 
fluorescent dye (green) and the cDNA probes prepared from the tumor cells were labeled with Cy5 
fluorescent dye (red), and vice versa. 

Each array used had an identical spatial layout and control spot set. Each microarray was 
divided into two areas, each area having an array with, on each half, twelve groupings of 32 x 12 spots, 
25 for a total of about 9,2 1 6 spots on each array. The two areas are spotted identically which provide for 
at least two duplicates of each clone per array. 
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Polynucleotides for use on the arrays were obtained from both publicly available sources and 
from cDNA libraries generated from selected cell lines and patient tissues. PCR products of from 
about 0.5kb to 2.0 kb amplified from these sources were spotted onto the array using a Molecular 
Dynamics Gen III spotter according to the manufacturer's recommendations. For polynucleotides 
5 described herein, the microarray spot contained a clone having a cDNA from which the sequence was 
derived. The first row of each of the 24 regions on the array had about 32 control spots, including 4 
negative control spots and 8 test polynucleotides. The test polynucleotides were spiked into each 
sample before the labeling reaction with a range of concentrations from 2-600 pg/slide and ratios of 
1:1. For each array design, two slides were hybridized with the test samples reverse-labeled in the 

10 labeling reaction. This provided for about four duplicate measurements for each clone, two of one color 
and two of the other, for each sample. 

Table 8 (inserted before the claims) describes sequences present on the arrays. Table 8 
includes: 1) athe SEQ ID NO of the sequence of the polynucleotide; and 2)the Spot ID, which is a 
unique identifier for each spot ontaining target sequence of interest on aU arrays used 

15 The differential expression assay was performed by mixing equal amounts of probes from 

tumor cells and normal cells of the same patient. The arrays were prehybridized by incubation for 
about 2 hrs at 60°C in 5X SSC/0.2% SDS/1 mM EDTA, and then washed three times in water and 
twice in isopropanol. Following prehybridization of the array, the probe mixture was then hybridized 
to the array under conditions of high stringency (overnight at 42°C in 50% formamide, 5X SSC, and 

20 0.2% SDS. After hybridization, the array was washed at 55°C three times as follows: 1) first wash in 
IX SSC/0.2% SDS; 2) second wash in 0. IX SSC/0.2% SDS; and 3) third wash in 0.1X SSC. 

The arrays were then scanned for green and red fluorescence using a Molecular Dynamics 
Generation III dual color laser-scanner/detector. The images were processed using BioDiscovery 
Autogene software, and the data from each scan set normalized to provide for a ratio of expression 

25 relative to normal. Data from the microarray experiments was analyzed according to the algorithms 
described in U.S. application serial no. 60/252,358, filed November 20, 2000, by E.J. Moler, MA. 
Boyle, and F.M. Randazzo, and entitled "Precision and accuracy in cDNA microarray data," which 
application is specifically incorporated herein by reference. 

The experiment was repeated, this time labeling the two probes with the opposite color in 

30 order to perform the assay in both "color directions." Each experiment was sometimes repeated with 
two more slides (one in each color direction). The level fluorescence for each sequence on the array 
expressed as a ratio of the geometric mean of 8 replicate spots/genes from the four arrays or 4 replicate 
spots/gene from 2 arrays or some other permutation. The data were normalized using the spiked 
positive controls present in each duplicated area, and the precision of this normalization was included 
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in the final determination of the significance of each differential. The fluorescent intensity of each spot 
was also compared to the negative controls in each duplicated area to determine which spots have 
detected significant expression levels in each sample. 

A statistical analysis of the fluorescent intensities was applied to each set of duplicate spots to 
5 assess the precision and significance of each differential measurement, resulting in a p-value testing the 
null hypothesis that there is no differential in the expression level between the tumor and normal 
samples of each patient During initial analysis of the microarrays, the hypothesis was accepted if p > 
1 0" 3 , and the differential ratio was set to 1 .000 for those spots. All other spots have a significant 
difference in expression between the tumor and normal sample. If the tumor sample has detectable 

10 expression and the normal does not, the ratio is truncated at 1000 since the value for expression in the 
normal sample would be zero, and the ratio would not be a mathematically usefiil value (e.g., infinity). 
' If the normal sample has detectable expression and the tumor does not, the ratio is truncated to 0.001, 
since the value for expression in the tumor sample would be zero and the ratio would not be a 
mathematically usefiil value. These latter two situations are referred to herein as "on/off" Database 

15 tables were populated using a 95% confidence level (p>0.05). 

Table 8 (inserted before the claims) provides the results for gene products differentially 
expressed in the colon tumor samples relative to normal tissue samples. Table 8 includes: 1) the SEQ 
ID NO; 2) the spot identification number ("SpotID"); 3) the percentage of patients tested in which 
expression levels of the gene (as detected using the correponding clone) was at least 2-fold greater in 

20 cancerous colon tissue (primary colon tumor) than in matched normal tissue ("Colon>2x T/N ft ); 4) the 
percentage of patients tested in which expression levels of the gene was less than or equal to one-half 
of the expression level in matched normal cells ("Colon <=halfx T/N"); and 5) the colon number ratios, 
indicating the number of patients upon which the provided ratios was based. 

Table 9 below provides the data for differential expression analysis on the arrays using 

25 samples from metastazed colon tissue. In this example, the samples used for hybridization to 
sequences on the microarray were derived from the matched metastasized (MT) colon tissue and 
normal (N) colon tissues of the patients. Table 9 includes: 1) the SEQ ID NO; 2) the percentage of 
patients tested in which expression levels of the gene (as detected using the correponding clone) was at 
least 2-fold greater in metastisized cancerous colon tissue (MT) than in matched normal tissue 

30 ("Colon>2x MT/N "); 5) the percentage of patients tested in which expression levels of the gene was 
less than or equal to one-half of the expression level in matched normal cells ("Colon -c^halfx T/N"); 
and 8) the colon number ratios, indicating the number of patients upon which the provided ratios was 
based. The corresponding data with the same sequence of the colon tumor tissue versus matched 
normal colon tissue (T/N) are provided for convenience in comparison. 
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Table 9. Polynucleotides Corresponding to Differnetially Expressed Genes in Metastasized 



Colon Cancer Tissue 



SEQ ED 
NO 


Colon 
MT/N >2x 


Colon MT/N 
<halfx 


Colon MT/N 
Num Ratios 
by Clone 


Colon T/N 
>2x 


Colon T/N 
<halfe 


Colon T/N 
Num Ratios 


217 


vlA A 
4U.U 


A A 




A A 
0.0 


CA A 

50.W 


o.U 


324 


0.0 


40.0 


5.0 


0.0 


37.5 


8.0 


1653 


0.0 


40.0 


5.0' 


0.0 


37.5 


8.0 


1972 


40.0 


0.0 


5.0 


0.0 


42.9 


7.0 


2346 


20.0 


40.0 


5.0 


0.0 


85.7 


7.0 


2352 


20.0 


80.0 


5.0 


0.0 


71.4 


7.0 


2353 


20.0 


40.0 


5.0 


0.0 


85.7 


7.0 


2647 


0.0 


40.0 


5.0 


0.0 


62.5 


8.0 


5341 


0.0 


40.0 


5.0 


0.0 


37.5 


8.0 



Table 10 below provides the data for differential expression analysis on the arrays using 

5 samples from matched cancerous and normal prostate tissue (PT/N). Table 10 includes: 1) the SEQ ID 

NO; 2) the percentage of patients tested in which expression levels of the gene (as detected using the 

correponding clone) was at least 2-fold greater in metastisized cancerous prostate tissue (PT) than in 

matched normal tissue ("Colon>2x PT/N "); 3) the percentage of patients tested in which expression 

levels of the gene was less than or equal to one-half of the expression level in matched noimal cells 

10 ("Colon <=halfx PT/N M ); and 4) the prostate PT/N number ratios, indicating the number of patients 

upon which the provided ratios was based. The corresponding data with the same sequences for the 

colon tumor versus normal (T/N) and metastasized colon tissue versus normal (MT/N) are provided for 

convenience in comparison. 

Table 10. Polynucleotides Corresponding to Differnetially Expressed Genes in Prostate 
15 Cancer Tissue 



SEQ 
ID 
NO 


Prostate Prostate 
(PT/N) (PT/N) 
>2x <halfe 


Prostate 
(PT/N) 
Num 
Ratios 


Colon 
T/N 
>2x 


Colon 
T/N 
<halfx 


Colon T/N 
Num 
Ratios 


Colon 
MT/N 
>2x 


Colon 
MT/N 
<halfx 


Colon 
MT/N 
Num 
Ratios 


139 


11.1 


33.3 


9.0 


0.0 


50.0 


8.0 








490 


37.5 


12.5 


8.0 


0.0 


71.4 


7.0 








629 


33.3 


11.1 


9.0 














644 


12.5 


37.5 


8.0 


0.0 


42.9 


7.0 








1674 


33.3 


0.0 


9.0 














2346 


37.5 


25.0 


8.0 


0.0 


85.7 


7.0 


20.0 


40.0 


5.0 


2352 


37.5 


12.5 


8.0 


0.0 


71.4 


7.0 


20.0 


80.0 


5.0 


2420 


22.2 * 


33.3 


9.0 
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Prostate 












Colon 


SEQ 


Prostate Prostate 


(PT/N) 


Colon 


Colon 


Colon T/N 


Colon 


Colon 


MT/N 


ID 


(PT/N) (PT/N) 


Num 


T7N 


T/N 


Num 


MT/N 


MT/N 


Num 


NO 


>2x <hal& 


Ratios 


>2x 


<hal& 


Ratios 


>2x 


<4ial6c 


Ratios 


3296 


33.3 0.0 


9.0 


0.0 


37.5 


8.0 









Example 6: Antisense Regulation of Gene Expression 

The expression of the differentially expressed genes represented by the polynucleotides in the 
cancerous cells can be further analyzed using antisense knockout technology to confirm the role and 
5 function of the gene product in tumorigenesis, e.g., in promoting a metastatic phenotype. 

Methods for analysis using antisense technology are well known in the art Fjor example, a 
number of different oligonucleotides complementary to the mRNA generated by the differentially 
expressed genes identified herein can be designed as antisense oligonucleotides, and tested for their 
ability to suppress expression of the genes. Sets of antisense oligomers specific to each candidate 
10 target are designed using the sequences of the polynucleotides corresponding to a differentially 
expressed gene and the software program HYBsimulator Version 4 (available for Windows 
95/Windows NT or for Power Macintosh, RNAture, Inc. 1003 Health Sciences Road, West, Irvine, CA 
92612 USA). Factors considered when designing antisense oligonucleotides include: 1) the secondary 
structure of oligonucleotides; 2) the secondaiy structure of the target gene; 3) the specificity with no or 
15 minimum cross-hybridization to other expressed genes; 4) stability; 5) length and 6) terminal GC 
content. The antisense oligonucleotide is designed to so that it will hybridize to its target sequence 
under conditions of high stringency at physiological temperatures (e.g., an optimal temperature for the 
cells in culture to provide for hybridization in the cell, e.g., about 37°C), but with minimal formation of 
homodimers. 

20 Once synthesized and quantitated, the oligomers are screened for efficiency of a transcript 

knock-out in a panel of cancer cell lines. The efficiency of the knock-out is determined by analyzing 
mRNA levels using lightcycler quantificatioa The oligomers that resulted in the highest level of 
transcript knock-out, wherein the level was at least about 50%, preferably about 80-90%, up to 95% or 
more up to undetectable message, are selected for use in a cell-based proliferation assay, an anchorage 

25 independent growth assay, and an apoptosis assay. 

For example, where the polynucleotide is identified as having a role in colon cancer, the ability 
of the corresponding designed antisense oligonucleotide to inhibit gene expression is tested through 
transfection into SW620 colon colorectal carcinoma cells. For each transfection mixture, a carrier 
molecule, preferably a lipitoid or cholesteroid, is prepared to a working concentration of 0.5 mM in 

30 water, sonicated to yield a uniform solution, and filtered through a 0.45 jim PVDF membrane. The 
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antisense or control oligonucleotide is then prepared to a working concentration of 100 pM in sterile 

Millipore water. The oligonucleotide is further diluted in OptiMEM™ (Gibco/BRL), in a microfuge 

tube, to 2 pM, or approximately 20 pg oligo/ml of OptiMEM™. In a separate microfuge tube, lipitoid 

or cholesteroid, typicaDy in the amount of about 1.5-2 nmol lipitoid/pg antisense oligonucleotide, is 
5 diluted into the same volume of OptiMEM™ used to dilute the oligonucleotide. The diluted antisense 

oligonucleotide is immediately added to the diluted lipitoid and mixed by pipetting up and down. 

Oligonucleotide is added to the cells to a final concentration of 30 nM. 

The level of target mRNA that corresponds to a target gene of interest in the transfected cells 

is quantitated in the cancer cell lines using the Roche LightCycler™ real-time PCR machine. Values 
1 0 for the target mRNA are normalized versus an internal control {e.g., beta-actin). For each 20 pi 

reaction, extracted RNA (generally 0.2-1 pg total) is placed into a sterile 0.5 or 1.5 ml microcentrifuge 
■ tube, and water added to a total volume of 12.5 |il To each tube 7.5 pi of a buffer/enzyme mixture is 

added, which is prepared by mixing (in the order listed) 2.5 pi H 2 0, 2.0 pi 10X reaction buffer, 10 pi 

oligo dT (20 pmol), 1.0 pi dNTP mix (10 mM each), 0.5 pi RNAsin® (20u) (Ambion, Inc., Hialeah, 
15 FL), and 0.5 pi MMLV reverse transcriptase (50u) (Ambion, Inc.). The contents are mixed by 

pipetting up and down, and the reaction mixture incubated at 42°C for 1 hour. The contents of each 

tube are centrifuged prior to amplification. 

An amplification mixture is prepared by mixing in the following order: IX PCR buffer II, 3 

mMMgCl 2 , 140 pM each dNTP, 0.175 pmol each oligo, 1:50,000 dilofSYBR® Green, 0.25 mg/ml 
20 BSA, 1 unit Taq polymerase, and H 2 0 to 20 pi. (PCR buffer H is available in 10X concentration from 

Perkin-Elmer, Norwalk, CT). In IX concentration it contains 10 mM Tris pH 8.3 and 50 mM KC1. 

SYBR® Green (Molecular Probes, Eugene, OR) is a dye which fluoresces when bound to double 

stranded DNA. As double stranded PCR product is produced during amplification, the fluorescence 

from SYBR® Green increases. To each 20 jxl aliquot of amplification mixture, 2 pi of template RT are 
25 added, and amplification carried out according to standard protocols. 

The results can be expressed as the percent decrease in expression of the corresponding gene 

product relative to non-transfected cells, vehicle-only transfected (mock-transfected) cells, or cells 

transfected with reverse control oligonucleotides. 



30 Example 7: Effect of Expression on Proliferation 

The effect of gene expression on the inhibition of cell proliferation can be assessed in, for 
example, metastatic breast cancer cell lines (MDA-MB-231 ( ,, 231 ,, ))> SW620 colon colorectal 
carcinoma cells, or SKOV3 cells (a human ovarian carcinoma cell line). 
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Cells are plated to approximately 60-80% confluency in 96-well dishes. Antisense or reverse 
control oligonucleotide iss diluted to 2 [M in OptiMEM™ and added to OptiMEM™ into which the 
delivery vehicle, lipitoid 1 16-6 in the case of SW620 cells or 1:1 lipitoid lxholesteroid 1 in the case of 
MDA-MB-23 1 cells, had been diluted. The oligo/deliveiy vehicle mixture is then further diluted into 
5 medium with serum on the cells. The final concentration of oligonucleotide for all experiments was 
300 nM, and the final ratio of oligo to delivery vehicle for all experiments iss 1.5 nmol lipitoid/pg 
oligonucleotide. 

Antisense oligonucleotides are prepared as described above (see Example 6). Cells are 
transfected overnight at 37°C and the transfection mixture replaced with fresh medium the next 
10 morning. Transfection is carried out as described above in Example 3. 

Those antisense oligonucleotides that inhibit proliferation represent genes that play a role in 
production or maintenance of the cancerous phenotype. 

Example 8: Effect of Gene Expression on Colony Formation 

15 The effect of gene expression upon colony formation of; for example, SW620 cells, SKOV3 

cells, and MD-MBA-23 1 cells can be tested in a soft agar assay. Soft agar assays are conducted by 
first establishing a bottom layer of 2 ml of 0.6% agar in media plated fresh within a few hours of 
layering on the cells. The cell layer is formed on the bottom layer by removing cells transfected as 
described above from plates using 0.05% trypsin and washing twice in media. The cells are counted in 

20 a Coulter counter, and resuspended to 10 6 per ml in media. 10 \i\ aliquots are placed with media in 96- 
well plates (to check counting with WST1), or diluted further for the soft agar assay. 2000 cells are 
plated in 800 pi 0.4% agar in duplicate wells above 0.6% agar bottom layer. After the cell layer agar 
solidifies, 2 ml of media is dribbled on top and antisense or reverse control oligo (produced as 
described in Example 6) added without delivery vehicles. Fresh media and oligos are added every 3-4 

25 days. Colonies usually are expected to form in 10 days to 3 weeks. Fields of colonies are counted by 
eye. Wst-1 metabolism values can be used to compensate for small differences in starting cell number. 
Larger fields can be scanned for visual record of differences. 

Those antisense oligonucleotides that inhibited colony formation represent genes that play a 
role in production or maintenance of the cancerous phenotype. 

30 

Example 9: Induction of Cell Death upon Depletion of Polypeptides bv Dep letion of mRNA 
("Antisense Knockout") 

In order to assess the effect of depletion of a target message upon cell death, SW620 cells, or 
other cells derived fronj a cancer of interest, are transfected for proliferation assays. For cytotoxic 
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effect in the presence of cisplatin (cis), the same protocol is foDowed but cells are left in the presence 
of 2 drug. Each day, cytotoxicity was monitored by measuring the amount of LDH enzyme 
released in the medium due to membrane damage. The activity of LDH is measured using the 
Cytotoxicity Detection Kit from Roche Molecular Biochemicals. The data is provided as a ratio of 
5 LDH released in the medium vs. the total LDH present in the well at the same time point and treatment 
(rLDH/tLDH). A positive control using antisense and reverse control oligonucleotides for BCL2 (a 
known anti-apoptotic gene) is included; loss of message for BCL2 leads to an increase in cell death 
compared with treatment with the control oligonucleotide (background cytotoxicity due to 
transfection). 

10 

Example 10: Functional Analysis of Gene Products Differentially Expressed in Cancer 

The gene products of sequences of a gene differentially expressed in cancerous cells can be 
further analyzed to confirm the role and function of the gene product in tumorigenesis, e.g., in 
promoting or inhibiting development of a metastatic phenotype. For example, the function of gene 
1 5 products corresponding to genes identified herein can be assessed by blocking function of the gene 
products in the cell. For example, where the gene product is secreted or associated with a cell surface 
membrane, blocking antibodies can be generated and added to cells to examine the effect upon the cell 
phenotype in the context of, for example, the transformation of the cell to a cancerous, particularly a 
metastatic, phenotype. 

20 Where the gene product of the differentially expressed genes identified herein exhibits 

sequence homology to a protein of known function (e.g., to a specific kinase or protease) and/or to a 
protein family of known function contains a domain or other consensus sequence present in a 
protease family or in a kinase family), then the role of the gene product in tumorigenesis, as well as the 
activity of the gene product, can be examined using small molecules that inhibit or enhance function of 

25 the corresponding protein or protein family. 

Additional functional assays include, but are not necessarily limited to, those that analyze the 
effect of expression of the corresponding gene upon cell cycle and cell migratioa Methods for 
performing such assays are well known in the art. 

30 Example 1 1: Contig Assembly and Additional Gene Characterization 

The sequences of the polynucleotides provided in the present invention can be used to extend 
the sequence information of the gene to which the polynucleotides correspond (e.g., a gene, or mKNA 
encoded by the gene, having a sequence of the polynucleotide described herein). This expanded 
sequence information can in turn be used to further characterize the corresponding gene, which in turn 
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provides additional information about the nature of the gene product (e.g., the normal function of the 
gene product). The additional information can serve to provide additional evidence of the gene 
product's use as a therapeutic target, and provide further guidance as to the types of agents that can 
modulate its activity. 

5 For example, a contig can be assembled using the sequence of a polynucleotide described 

herein. A "contig" is a contiguous sequence of nucleotides that is assembled from nucleic acid 
sequences having overlapping (e.g., shared or substantially similar) sequence infonnation. The 
sequences of publicly-available ESTs (Expressed Sequence Tags) and the sequences of various clones 
from several cDNA libraries synthesized at Chiron were used in the contig assembly. The contig is 

1 0 assembled using the software program Sequencher, version 4.05, according to the manufacturer's 
instructions. The resulting contig can then be used to search both the public databases as well as 
databases internal to the applicatns to matchthe polynucleotide contiged with homology data and/or 
differential gene expressed data. 

The sequence information obtained in the contig assembly described above can be used to 

15 obtain a consensus sequence derived from the contig using the Sequencher program. The consensus 
sequence can then be used as a query sequence in a BLASTN search of the DGTI DoubleTwist Gene 
Index (DoubleTwist, Inc., Oakland, CA), which contains all the EST and non-redundant sequence in 
public databases. Alternatively, a sequence of a polynucleotide described herein can be used directly as 
a query sequence in a BLASTN search of the DGTI DoubleTwist Gene Index. 

20 Through contig assembly and the use of homology searching software programs, the sequence 

information provided herein can be readily extended to confirm, or confirm a predicted, gene having the 
sequence of the polynucleotides described in the present invention. Further the information obtained 
can be used to identify the function of the gene product of the gene corresponding to the 
polynucleotides described herein. While not neteessaiy to the practice of the invention, identification of 

25 the function of the corresponding gene, can provide guidance in the design of therapeutics that target 
the gene to modulate its activity and modulate the cancerous phenotype (e.g., inhibit metastasis, 
proliferation, and the like). 

Although the foregoing invention has been described in some detail by way of illustration and 
30 example for purposes of clarity of understanding, it is readily apparent to those of ordinary skill in the 
art in light of the teachings of this invention that certain changes and modifications may be made 
thereto without departing from the spirit or scope of the appended claims. Those skilled in the art will 
recognize, or be able to ascertain, using not more than routine experimentation, many equivalents to the 
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specific embodiments of the invention described herein. Such specific embodiments and equivalents 
are intended to be encompassed by the following claims. 
Deposit Information, 

A deposit of the biological materials in the tables referenced below was made with the 
5 American Type Culture Collection, 10801 University Blvd., Manasas, VA 201 10-2209, under the , 
provisions of the Budapest Treaty, on or before the filing date of the present application. The 
accession number indicated is assigned after successful viability testing, and the requisite fees were 
paid. Access to said cultures will be available during pendency of the patent application to one 
determined by the Commissioner to be entitled to such under 37 C.F.R. §1.14 and 35 U.S.C. §122. 
10 All restriction on availability of said cultures to the public will be irrevocably removed upon the 

granting of a patent based upon the application. Moreover, the designated deposits will be maintained 
, for a period of thirty (30) years from the date of deposit, or for five (5) years after the last request for 
the deposit; or for the enforceable life of the U.S. patent, whichever is longer. Should a culture 
become nonviable or be inadvertently destroyed, or, in the case of plasmid-containing strains, lose its 
1 5 plasmid, it will be replaced with a viable culture(s) of the same taxonomic description. 

These deposits are provided merely as a convenience to those of skill in the art, and are not an 
admission that a deposit is required. A license may be required to make, use, or sell the deposited 
materials, and no such license is hereby granted. The deposit below was received by the ATCC on or 
before the filing date of the present application. 

20 



Table 11. Cell Lines Deposited with ATCC 



Cell Line 


Deposit Date 


ATCC Accession No. 


CMCC Accession No. , 


KM12L4-A 


March 19, 1998 


CRL-12496 


11606 


Kml2C 


May 15, 1998 


CRL-12533 


11611 


MDA-MB- 
231 


May 15, 1998 


CRL-12532 


10583 


MCF-7 


October 9, 1998 


CRL-12584 


10377 



In addition, pools of selected clones, as well as libraries containing specific clones, were 



assigned an "ES" number (internal reference) and deposited with the ATCC. Table 13 below provides 
the ATCC Accession Nos. of the ES deposits, all of which were deposited on or before June 13, 2000. 
25 The names of the clones contained within each of these deposits are provided in the tables numbered 22 
and greater (inserted before the claims). 



Table 12: Pools of Clones and Libraries Deposited with ATCC on or before June 13, 2000. 



Library No. 


CMCC No. 


ATCC Accession No. 


Library No. 


CMCC No. 


ATCC Accession No. 


ES168 


5276 


PTA-2027 


ES189 


5304 


PTA-2052 


ES169 


5277 


PTA-2028 


ES190 


5305 


PTA-2053 


ES170 


5284 


PTA-2029 


ES191 


5306 


PTA-2054 


ES171 


5285 


PtA-2030 


ES192 


5307 1 


PTA-2055 
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Library No. 


CMCCNo. 


ATCC Accession No. 


Library No. 


CMCCNo. 


ATCC Accession No 


ES172 


5286 


PTA-2031 


ES 193 


5308 


PTA-2056 1 


ES173 


5287 


PTA-2032 


ES 194 


5309 


PTA-2057 


ES174 


5288 


PTA-2033 


ES 195 


5310 


PTA-2058 

* A A A A*\/ XJ 


ES175 


5289 


PTA-2034 


ES196 


5311 


PTA-2059 

• AAA *V«// 


ES176 


5290 


PTA-2035 


ES 197 


5312 


PTA-2060 


ES177 


5291 


PTA-2036 


ES 198 


5313 


PTA-2061 


ES178 


5292 


PTA-2037 


ES 199 


5314 


PTA-2062 


ES179 


5293 


PTA-2038 


ES200 


5315 


PTA-2048 

A AAA AiVTU 


ES180 


5294 


PTA-2039 


ES201 


5316 


PTA-2049 


ES181 


5295 


PTA-2040 


ES202 


5317 


PTA-2063 

A AAA £*\J \J 


ES182 


5296 


PTA-2041 


ES203 


5318 


PTA-2064 


ES183 


5297 


PTA-2042 


ES204 


5319 


PTA-2065 


ES184 


5298 


PTA-2043 


ES205 


5320 


PTA-2066 


ESI 85 


5299 


PTA-2044 


ES206 


5321 


PTA-2067 


ES 186 


5301 


PTA-2045 


ES207 


5322 


PTA-2068 


ES 187 


5302 


PTA-2046 


ES208 


5253 


PTA-2050 


ES 188 


5303 


PTA-2047 


ES209 


5324 


PTA-2051 



Table 13 (inserted before the claims) provides the names of the clones in each of the above libraries. 

Retrieval of Individual Clones from Deposit of Pooled Clones. Where the ATCC deposit is 
composed of a pool of cDNA clones or a library of cDNA clones, the deposit was prepared by first 
5 transfecting each of the clones into separate bacterial cells. The clones in the pool or library were then 
deposited as a pool of equal mixtures in the composite deposit Particular clones can be obtained from 
the composite deposit using methods well known in the art. For example, a bacterial cell containing a 
particular clone can be identified by isolating single colonies, and identifying colonies containing the 
specific clone through standard colony hybridization techniques, using an oligonucleotide probe or 

10 probes designed to specifically hybridize to a sequence of the clone insert {e.g., a probe based upon 
unmasked sequence of the encoded polynucleotide having the indicated SEQ ID NO). The probe 
should be designed to have a T ffi of approximately 80°C (assuming 2°C for each A or T and 4°C for 
each G or C). Positive colonies can then be picked, grown in culture, and the recombinant clone 
isolated. Alternatively, probes designed in this manner can be used to PCR to isolate a nucleic acid 

1 5 molecule from the pooled clones according to methods well known in the art, e.g. , by purifying the 
cDNA from the deposited culture pool, and using the probes in PCR reactions to produce an amplified 
product having the corresponding desired polynucleotide sequence. 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1 


498509 


2102.H02.gz43_275066 


F 


M00063514B:E04 


GRRpz 


2 


644927 


2102.F08.gz43_275160 


F 


M00063493D.G07 


GRRpz 


3 


621081 


2102.G10.gz43_275193 


F 


M00063507B:B08 


GRRpz 


4 


558900 


2102.F14.gz43_275256 


F 


M00063496B:F07 


GRRpz 


5 


464791 


2102.A16.gz43_275283 


F 


M00063157B.B09 


GRRpz 


6 


558147 


2102.B18.gz43_275316 


F 


M00063457A.B12 


GRRpz 


7 


379154 


2102.124.gz43_275419 


F 


M00063601D.C05 


GRRpz 


8 


643609 


2103.F01.gz43_275432 


F 


M00063866B:H02 


GRRpz 


9 


377696 


2103.M06.gz43_275519 


F 


M00063943B:G12 


GRRpz 


10 


554395 


2103.K10.gz43_275581 


F 


M00063927A:B08 


GRRpz 


11 


402353 


2103.B13.gz43_275620 


F 


M00063803B:F11 


GRRpz 


12 


380514 


2103.E17.gz43_275687 


F 


M00063864A:H10 


GRRpz 


13 


147279 


2103.J21.gz43_275756 


F 


M00063923B:A04 


GRRpz 


14 


884 


2128.K06.gz43_277507 


F 


M00028627B:F12 


MV-522 


15 


188377 


2128.H15.gz43_277648 


F 


M00028359D:F09 


MV-522 


16 


155615 


2128.P17.gz43_277688 


F 


M00032476D:F07 


MV-522 


17 


125604 


2128.P18.gz43_277704 


F 


M00032477A:B02 


MV-522 


18 


432159 


2128.A24.gz43_277785 


F 


M00028061D:D10 


MV^22 


19 


429735 


2130.N02.gz43_277847 


F 


M00032736A.B06 


MV-522 


20 


72838 


2130.O05.gz43_277896 


F 


M00032745C.F03 


MV-522 


21 


436888 


2130.N09.gz43_277959 


F 


M00032738D.G11 


MV-522 


22 


427571 


2130.H13.gz43_278017 


F 


M00032685BC10 


MV-522 


23 


38494 


2130.H16.gz43_278065 


F 


M00032686C.D10 


MV-522 


24 


78607 


2130.H18.gz43_278097 


F 


M00032686D:G09 


MV-522 


25 


90192 


2I30.J18.gz43_278099 


F 


M00032703D:E10 


MV-522 


26 


44615 


2130.120.gz43_278130 


F 


M00032695B:A01 


MV-522 


27 


376753 


2130.M21.gz43_278150 


F 


M00032732A-A03 


MV-522 


28 


6342 


2152.H10.gz43_278370 


F 


M00039109A:H09 


UCP-3 


29 


387530 


2152.D12.gz43_278398 


F 


M00039069D:E12 


UCP-3 


30 


36453 


2152.B14.gz43_278428 


F 


M00039052B:H03 


UCP-3 


31 


376044 


2152.A18.gz43_278491 


F 


M00039047C:A05 


UCP-3 


32 


375415 


2152.J18.gz43_278500 


F 


M00039121C.C06 


UCP-3 


33 


375706 


2153.F03.gz43_278756 


F 


M00039222C:G06 


UCP-3 


34 


379046 


2153.J06.gz43_278808 


F 


M00039244C:F10 


UCP-3 


. 35 


390017 


2153.108.gz43_278839 


F 


M00039240A.H08 


UCP-3 


36 


377596 


2153.O08.gz43_278845 


F 


M00039274C:D12 


UCP-3 


37 


376384 


2153.111.gz43_278887 


F 


M00039241A:H11 


UCP-3 


38 


372952 


2153.K14.gz43_278937 


F 


M00039251A:G12 


UCP-3 


39 


377696 


2154.M04.gz43__279163 


F 


M00039404B-.G11 


UCP-3 


40 


60037 


2154.G05.gz43_279173 


F 


M00039330B:H09 


UCP-3 


41 


390968 


2154.118.gz43_279383 


F 


M00039346C.G08 


UCP-3 


42 ' 


376044 


2154.G21.gz43_279429 


F 


M00039336AC07 


UCP-3 
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Table 2 



UJ INU 


CLUSTER 


SEQNAME 


ORIEN 
T 


CLONED) 


LIBRARY 


43 


60037 


2155.J03.gz43 279528 


F 


M00039632A:C01 


UCP-3 


44 


376839 


2155.N05.gz43 279564 


F 


M00039664B:H10 


UCP-3 


45 


373680 


2155.Pll.gz43_279662 


F 


M00039674B:G11 


UCP-3 


!! 46 


373973 


2155.C12.gz43_279665 


F 


M00039457A:D07 


UCP-3 


47 


379805 


2155.N15.gz43 279724 


i F 


M00039665C:B01 


UCP-3 


48 


376439 


2155.F16.gz43_279732 


F 


M00039479A:A10 


UCP-3 


49 


1 376994 


2155.116.gz43_279735 


F 


M00039619C:B01 


UCP-3 


50 


378420 


2155.B21.gz43_279808 


F 


M00039451B:F01 


UCP-3 


51 


375510 


2155.F21.gz43_279812 


F 


M00039479D:C06 


UCP-3 


52 


24210 


2155.P22.gz43_279838 


F 


M00039675C:C05 


UCP-3 


53 


397167 


2164.J03.gz43_279912 


F 


M00039778D:D05 


UCP-3 


54 


380025 


2164.110.gz43_280023 


F 


M00039774A:E11 


UCP-3 


55 


216179 


2164.P10.gz43_280030 


F 


M00039823D:D09 


UCP-3 


56 


379046 


2164.B15.gz43__280096 


F 


M00039681B:F05 


UCP-3 


57 


379279 


2164.A24.gz43_280239 


F 


M00039679C:A02 


UCP-3 


58 


376074 


2164.O24.gz43_280253 


F 


M00039820D:F08 


UCP-3 


59 


373905 


2165.H01.gz43_280262 


F 


M00039883D:G06 


UCP-3 


60 


1300 


2165.K01.gz43_280265 


F 


M00039905B.F09 


UCP-3 


61 


393635 


2165.H06.gz43_280342 


F 


M00039885BA10 


UCP-3 


62 


396969 


2165.P07.gz43_280366 


F 


M00039978D:C04 


UCP-3 


63 


398061 


2165.F09.gz43_280388 


F 


M00039871C:C01 


UCP-3 


64 


376808 


2165.110.gz43_280407 


F 


M00039893A:G12 


UCP-3 


65 


6342 


2166.A06.gz43_281279 


F 


M00039986B:A11 


UCP-3 


66 


233814 


2166.K07.gz43_281305 


F 


M00040076B:D01 


UCP-3 


67 


24210 


2166.N07.gz43_281308 


F 


M00040096D:C03 


UCP-3 


68 


24210 


2166.All.gz43_281359 


F 


M00039988B:C08 


UCP-3 


69 


377696 


2166.Jll.gz43_281368 


F 


M00040070C:D11 


UCP-3 


70 


398831 


2166.A23.gz43_281551 


F 


M00040001A:H02 


UCP-3 


71 


185432 


2166.P24.gz43_281582 


F 


M00040113C:H09 


UCP-3 


72 


505275 


2104.D01.gz43_297323 


F 


M00064082C:D11 


GRRpz 


73 


11379 


2104.N01.gz43_297333 


F 


M00064194B:A02 


GRRpz 


74 


446397 


2104.N03.gz43_297365 


F 


M00064195C:B02 


GRRpz 


75 


418763 


2104.P04.gz43_297383 


F ! 


M00064220B:E01 


GRRpz 


76 


469367 


2104.N05.gz43_297397 


F 


M00064196D:C10 


GRRpz 


77 


639578 


2104.C08.gz43_297434 


F 


M00064077B:H02 


GRRpz 


78 


376559 


2104.E08.gz43_297436 


F 


M00064101B:E12 


GRRpz 


79 


649035 


2104.Dll.gz43 297483 


F 


M00064085BA12 


GRRpz 


80 


647586 


2104.Hll.gz43_297487 


F 


M00064131B:A09 


GRRpz 


81 


646187 [ 


2104.F12.gz43_297501 


F 


M00064112A:G03 


GRRpz 


82 


727888 


2104.N13.gz43_297525 


F 


M00064201A:C08 


GRRpz 


83 


558382 


2104.E17.gz43_297580 


F 


M00064104B:A01 


GRRpz 


84 52644 


2104.C19.gz43 297610 


F 


M00064081A:D04 


GRRpz 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


85 


454622 


2104 120 ez43 297632 


F 


M00064147BG08 


GRRnz 


86 


554032 


2104A21ez43 297640 


F 


M00064064DD11 


GRRtiz 


87 


463217 

^\JD £. 1 I 


2104 E23 ez43 297676 


F 

1 


M00064107r*E03 


(tRRtiz 
vjixxxxy^i 


88 


189073 


1521H06az43 303496 


F 


M00027103DB05 


MCF-7 


89 


188300 

100JU7 


1521J06ffz43 303498 


F 
i 


M00027219B-G12 


MCF-7 

1VXV/X / 


00 


187575 

1 O / D £*D 


1521N10ez43 303566 


V 


M00027514r*F01 


MCF-7 

IVXVvX / 




215366 


1521 N12 oz43 303598 


F 
i 


M00027517CF08 


MCF-7 

IVXVvX ' 


0? 

yL 


186504 


1521 H13 oz43 303608 


V 

i 


M00027123DF02 


MCF-7 


03 


718004 

L107VT 


1521 013 oz43 303615 


X 


M00027586B-B03 


MCF-7 

XVI v^X / 


04 


1 80003 


1521 T14P743 303619 


i 


M00023406A-G03 


MCF-7 


OS 


777818 


1521 H14az43 303624 


F 


M00027176r-H05 

ItXV/vv/A. / 12.V7V/.X 1V7J 


MCF-7 

IVXv/X / 


OA 

yo 


18^f>56 


157l016<ry43 303663 


F 


M0OO77587P-F07 

iVlvt/v/Z / JO / V/.FvrZ 


MCF-7 


07 

y / 


1 86404 


1 571 P70 o*43 303778 
u z i .r zu.gzn j jvj / zo 


F 
r 


M00077604rri 1 

lVlvUVJZ / W7HV».v 1 1 


MCF-7 


OS 

yo 


6AQ7A4 


7 1 1 6 106 07/13 306717 

Zl 10.1vO,gZ*TJ_yUOZl / 


F 


M00063580A*A07 


w V/wa 


OO 


DDDyDD 


7 1 1 A POR citA.'X 3H6756 


r 


M00063QQd"RTH 0 




inn 

lUU 


J IDjLO 


71 1£ TOO otA.'X 306766 
zi lo.juy.gzio^juozoo 


r 


M00O63507R'F00 
iyiu u uo j j y z jd .cv/y 


VTVwi* 


irn 


4d07A6 


71 16 A 13 »*43 306371 


F 


X400063 1 65P-F1 0 


Wvwa 


1 fi7 
1UZ 


ftQfiQ7 

oyUoZ 


71 1 (\ F1 5 er^43 306357 


F 


A/1000635 5 7PB06 


W Vyixl 




73 n^nn 


7116TY>1 o-743 306457 


F 


M00063 546B-F0 1 

IYHtvuU D D*T\)lD.r \J 1 






^7767 1 
J / ZOZ 1 


7116 077 D-743 306470 

Zl 10.VJZZ.gZ*r.3_yVJV7 t t / 7 


F 
r 


M00063088 A-C07 


WOca 


ins 


*f J 0550 


7 1 1 7 M 03 rry43 306557 

Z 1 1 / .1V1UO .gZ*r 17U.7.7 / 


F 
r 


"M00064304 A -C07 


WOca 


ifi£ 


^7767 1 
•5 / ZOZ 1 


7117 "H05 tyril3 306580 

Zl 1 / .xJ\JD.gLHD_D\)UDO\J 


F 


M00064307P'F1 7 


WOca 1 


1H7 
1U/ 




7118 "M03 306047 
zi io.i^vj.gz £ tJ_jvoy4z, 


F 
r 


M0006460 1 P -1-T06 
iviv vvjot ov/ 1 vy.xivo 


WOca 


108 


446307 


7118 AOQ <7t43 307075 

il 10,AU7,g6tJ Jv/vW 


F 


M00064446D-C08 


WOca 

TT V7wCI> 


ivy 


1 77443 


7118 M00 o^43 307037 
z 1 1 o . xviuy . gz*f^__j v / w j / 


F 
r 


M00064507D-F05 

lVlVVV/U*T*/5 r ^X < /.X V/»/ 


WOca 


i in 

1 1U 


730738 


7118 H74 a?43 307277 

Zl lO ,Ili4 .gZ*T D D 17 / LI L 


F 


M00064534D-H04 

lVXV/vwU , T«7-?*Tl-/.l JlvfT 


WOca 


in 
in 


477Q07 

*tZ /7V/ / 


7131 A01 C743 307885 


F 


M00032766AA10 


MV-522 


X 1Z 


48738 


7131 M07 0743 307013 


F 


M00032886AD04 


MV-522 


in 

1 ID 


776374 


2131B04ff743 307934 


F 


M00032783AH08 


MV-522 


1 14 
lit 


441801 

*t**l Ox/1 


7131F06fr743 307969 


F ' 


M00032809BE10 


MV-522 


1 1 5 


67016 


7131 "K11 ot43 308055 


F 
i 


M00032872BA02 


MV-522 


no 


48738 


7131 F17 0743 308065 


F 


M00032811AG10 

iVlUUvJ^O X 1JTX.VJ *\/ 


MV-522 


117 


34071 


7131 113 CT743 308085 


F 


M00032857AB02 


MV-522 


1 1S 

110 


771686 

ZZ 1O0O 


7131R14D743 308094 

ZU l.D l*T.gZ*t»/ DWO\jy*t 


F 


M00032786AH04 


MV-522 


119 


440284 


2131.J16.gz43_308134 


F 


M00032865A:D11 


MV-522 


120 


12481 


2131.P18.gz43_308172 


F 


M00032914B.D09 


MV-522 


121 


20453 


2131.A19.gz43 308173 


F 


M00032779A.A04 


MV-522 


122 


26926 


2131.I19.gz43 308181 


F 


M00032858D.H11 


MV-522 


123 


37805. 


2131.P19.gz43 308188 


F 


M00032915B:D01 


MV-522 


124 


441874 


2131.I21.gz43 308213 


F 


M00032859C:E04 


MV-522 


125 


48238 


2131.A23.gz43 308237 


F 


M00032780A:B09 


MV-522 


126 


169458 


1513.O03.gz43 300292 


F 


M00022648C:D08 


MDA-MB-231 
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CCA 

IL> INU 


CUJSTER 


SnQ NAMb 


T 
1 




T TOP APV 


127 


145815 


1513 ,F09.gz43 J300379 


F 


M00022135D:D06 


MDA-MB-231 


128 


158321 


1513.H09.gz43_300381 


F 


M00022255B:F12 


MDA-MB-231 


129 


168195 


1513.L10.gz43_300401 


F 


M00022537D:C05 


MDA-MB-231 


130 


101499 


1513.J13.gz43_300447 


F 


M00022445D:E12 


MDA-MB-231 


131 


142842 


1513.A14.gz43_300454 


F 


M00007960D:E09 


MDA-MB-231 


132 


153316 


1513.E14.gz43_300458 


F 


M00022072A:E12 


MDA-MB-231 


133 


142614 


1513.A15.gz43_300470 


F 


M00007963D:D03 


MDA-MB-231 


134 


99011 


1513.N16.gz43_300499 


F 


M00022622A:G01 


MDA-MB-231 


135 


171073 


1513.P18.gz43_300533 


F 


M00022710C:H03 


MDA-MB-231 


136 


120049 


1513.D19.gz43_300537 


F 


M00021925A:H07. 


MDA-MB-231 


137 


446572 


1562.B01.gz43_207804 


F 


M00042546A:D03 


UC2-NomiColon 


138 


464091 


1562.F01.gz43_207808 


F 


M00042552D:A11 


UC2-NormColon 


139 


408386 


1562.J01.gz43J207812 


F 


M00042560B:A01 


UC2-NonnColon 


140 


446829 


1562.L02.gz43_207830 


F 


M00042563A:F10 


UC2-NormColon 


141 


43338 


1562.P03.gz43_207850 


F 


M00042569B:G07 - 


UC2-NormColon 


142 


451780 


1562.F04.gz43„207856 


F 


M00042554A:C02 


UC2-NonnColon 


143 


456462 


1562J04.gz43_207860 


F 


M00042560B:G10 


UC2-NonnColon 


1 144 


469511 


1562.G05.gz43_207873 


F 


M00042555D:G10 


UC2-NonnColon 


145 


455075 


1562.H05.gz43_207874 


F 


M00042557A:D09 


UC2-NormColon 


146 


447346 


1562.P05.gz43_207882 


F 


M00042569C:B05 


UC2-NonnColoii 


147 


147196 


1562.M06.gz43_207895 


F 


M00042564D:F10 


UC2-NonnColon 


148 


467262 


1562.F08.gz43_207920 


F 


M00042554C:E02 


UC2-NonnColon 


149 


459536 


1562X09.gz43_207942 


F 


M00042563C:D08 


UC2-NoimColon 


150 


460190 


1562.P09.gz43_207946 


F 


M00042569D:D02 


UC2-NormColon 


151 


447597 


1562.F10.gz43_207952 


F 


M00042554C:F09 


UC2-NorniColon 


152 


451737 


1562.G10.gz43_207953 


F 


M00042556A:G12 


UC2-NormColon 


1 153 


446614 


1562.L10.gz43_207958 


F 


M00042563C:E02 


UC2-NormColon 


154 


432159 


1562.M10.gz43_207959 


F 


M00042565A:G05 


UC2-NormColon 


155 


459523 


1562.Lll.gz43_207974 


F 


M00042563D:D02 


UC2-NomiColon 


156 


460516 


| 1562.Pll.gz43_207978 


F 


M00042570A:E08 


UC2-NormGolon 


157 


446674 


1562.D12.gz43_207982 


F 


M00042550A:D12 


UC2-NormColon 


158 


465594 


1562.F12.gz43_207984 


F 


M00042554D:C08 


UC2-NormColon 


159 


466719 


1562.G12.gz43_207985 


F 


M00042556B:D12 


UC2-NormColon 


160 


463487 


1562.M12.gz43_207991 


F 


M00042565A:H03 


UC2-NormColon 


161 


446389 


1562.B13.gz43_207996 


F 


M00042546D:E06 


UC2-NormColon 


162 


462149 


1 JOZ.L44.gZ4.5_zUoUJ.J 


V 

r 




T Tr9-Nnrmrolon 


163 


447174 


1562.G14.gz43_208017 


F 


M00042556B:E10 


UC2-NoTmColon 


164 


457405 


1562.K14.gz43_208021 


F 


M00042562C:A07 


UC2-NormColon 


165 


460766 


1562.O15.gz43_208041 


F 


M00042568C:E08 


UC2-NormColon 


166 


446703 


1562.N16.gz43_208056 


F 


M00042567C:E02 


UC2-NormColon 


167 


446981 


1562.D18.gz43 208078 


F 


M00042550C:H10 


UC2-NonnColon 


168 


387077 


1562.H18.gz43_208082 


F 


M00042558A:D03 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


169 


460972 


1562.N18.gz43_208088 


F 


M00042567C:E07 


UC2-NormColon 


170 


417078 


1562.P18.gz43_208090 


F 


M00042570B:F11 


UC2-NormColon 


171 


461559 


1562.L19.gz43_208102 


F 


M00042564A:F01 


UC2-NormColon 


172 


464905 


1562.F20.gz43_208112 


F 


M00042555B:B07 


UC2-NormColon 


173 


468330 


1562.H20.gz43_208114 


F 


M00042558A:F11 


UC2-NormColon 


174 


446620 


1562.J21.gz43_208132 


F 


M00042561B:E12 


UC2-NonriColon 


175 


457842 


1562.P21.gz43_208138 


F 


M00042570C:B12 


UC2-NoimColon 


176 


446531 


1562.B22.gz43_208140 


F 


M00042547B:D11 


UC2-NoimColon 


177 


446621 


1562.J24.gz43_208180 


F 


M00042561C:E12 


UC2-NoimColcm 


178 


380127 


1562.N24.gz43_208184 


F 


M00042567D:E12 


UC2-NonnColon 


179 


464275 


1563.D01.gz43_208190 


F 


M00042575D:A11 


UC2-NormColon 


180 


456920 


1563.C04.gz43_208237 


F 


M00042574C:A04 


UC2-NoimColon 


181 


466971 


1563.B05.gz43_208252 


F 


M00042573A:D05 


UC2-NormColon 


182 


142559 


1563.J05.gz43_208260 


F 


M00042698A:A01 


UC2-NormColon 


183 


457890 


1563.G08.gz43_208305 


F 


M00042691D:B03 


UC2-NormColon 


184 


453605 


1563.K08.gz43_208309 


F 


M00042699C:H06 


UC2-NorniColon 


185 


465339 


1563.N08.gz43_208312 


F 


M00042705A:B07 


UC2-NonnColoii 


186 


461734 


1563.109.gz43_208323 


F 


M00042695C:F05 


UC2-NormColon 


187 


459961 


1563.D12.gz43_208366 


F 


M00042576B:D11 


UC2-NormColon 


188 


463951 


1563.F13.gz43_208384 


F 


M00042580CA03 


UC2-NonnColon 


189 


468783 


1563.A14.gz43__208395 


F 


M00042571C:F03 


UC2-NormColon 


190 


447597 


1563.E14.gz43_208399 


F 


M00042578A:E08 


UC2-NormColon 


191 


463368 


1563.114.gz43_208403 


F 


M00042695D:H01 


UC2-NonnColon 


192 


451383 


1563.C15.gz43_208413 


F 


M00042575A:E02 


UC2-NoimColon 


193 


467293 


1563.G16.gz43_208433 


F 


M00042692A:E11 


UC2-NormColon 


194 


446922 


1563.O16.gz43_208441 


F 


M00042707C-.A09 


UC2-NormCoIon 


195 


446213 


1563.D17.gz43_208446 


F 


M00042576D:A08 


UC2-NormColon 


196 


460244 


1 1563.F19.gz43_208480 


F 


M00042691A:D08 


UC2-NonnColon 


197 


460789 


1563.A20.gz43_208491 


F 


M00042572BE05 


UC2-NormColon 


198 


451382 


1563.C20.gz43_208493 


F 


M00042575B:F02 


UC2-NormColon 


199 


468109 


1563.K20.gz43_208501 


F 


M00042700C:F11 


UC2-NormColon 


200 


447326 


1563.L20.gz43_208502 


F 


M00042702B:B07 


UC2-NormColon 


201 


463896 


1563.B21.gz43_208508 . 


F 


M00042573D:A10 


UC2-NormColon 


202 


446839 


1563.D21.gz43_208510 


F 


M00042576D:F01 


UC2-NormColon 


203 


446933 


1563.E22.gz43_208527 


F 


M00042579A:B05 


UC2-NormColon 


204 


447826 


1563.L22.gz43_208534 


F 


M00042702B:G07 


UC2-NonnColon 


205 


446409 


1563.B23.gz43_208540 


F 


M00042574A:F05 


UC2-NormColon 


206 


453908 


1573.N01.gz43_208584 


F 


M00042895C:C10 


UC2-NormColon 


207 


447421 


1573.D02.gz43_208590 


F 


M00042747D:C08 


UC2-NormColon 


208 


447141 


1573.P02.gz43_208602 


F 


M00042898A:H05 


UC2-NormColon 


209 


| 447645 


1573.E04.gz43 208623 


F 


M00042750D:E07 


UC2-NormColon 


210 


401426 


1573.K06.gz43 208661 


F 


M00042890D:G05 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


211 


466894 


1573.B07.gz43_208668 


F 


M00042744A:D11 


UC2-NormColon 


212 


447161 i 


1573J08.gz43_208692 


F 


M00042889D:A01 


UC2-NormColon 


213 


633946 


1573.M08.gz43_208695 


F 


M00042894B:E05 


UC2-NonnColQn 


214 


557974 


1573.L09.gz43_208710 


F 


M000428'92C:E03 


UC2-NormColon 


215 


466920 


1573.D10.gz43_208718 


F 


M00042748D:D08 


UC2-NormColon 


216 


642146 


1573.F10.gz43_208720 


F 


M00042882C:F06 


UC2-NoimColon 


217 


464205 


1573.J10.gz43_208724 


F 


M00042889DUV12 


UC2-NonnColon 


218 


641890 


1573.L10.gz43_208726 


F 


M00042892DC04 


UC2-NonnColon 


219 


650195 


1573.Hll.gz43_208738 


F 


M00042886C:F01 


UC2-NonnColoD 


220 


467293 


1573.F12.gz43_208752 


F 


M00042882C:G07 


UC2-NonnColon 


221 


650756 


1573.N12.gz43_208760 


F 


M00042896A-.D04 


UC2-NormColon 


222 


452611 


1573.N13.gz43_208776 


F 


M00042896A:E03 


UC2-NoraiColon 


223 


650944 


1573.N14.gz43_208792 


F 


M00042896A:F09 


UC2-NonnColon 


224 


639372 


1573.E15.gz43_208799 


F 


M00042881C:C11 


UC2-NontiColon 


225 


645690 


1573.F15.gz43_208800 


F 


M00042882D:C04 


UC2-NormColon 


226 


645470 


1573.H16.gz43_208818 


F 


M00042886D:E10 


UC2-NormColon 


227 


651029 


1573.M17.gz43_208839 


F 


M00042894D:G05 


UC2-NormColon 


228 


639849 


■ 1573.F18.gz43_208848 


F 


M00042883A:F06 


UC2-NonnColon 


229 


486238 


1573.K19.gz43_208869 


F 


M00042891C:H01 


UC2-NonnColon 


230 


463060 


1573.G21.gz43_208897 


F 


M00042885A:G09 


UC2-NonnColon 


231 


469150 


1573.C22.gz43_208909 


F 


M00042747A:G12 


UC2-NoimColon 


232 


472101 


1574.O01.gz43_208969 


F 


M00054797D:F01 


UC2-NonnColon 


233 


641875 


1574.P02.gz43_208986 


F 


M00054799C:G11 


UC2-NormColon 


234 


465104 


1574.A03.gz43_208987 


F 


M00042900B:B10 


UC2-NormColon 


235 


470641 


1574.C03.gz43_208989 


F 


M00042904A:H10 


UC2-NormCoIon 


236 


451624 


1574.D04.gz43_209006 


F 


M00042906CA10 


UC2-NormColon 


237 


639391 


1574.N04.gz43_209016 


F 


M00054796B-.A01 


UC2-NormCoIon 


238 


470462 


1574.B05.gz43_209020 


F 


M00042902BH01 


UC2-NormColon 


239 


482043 


1574.J05.gz43_209028 


F 


M00042915A:E06 


UC2-NormColon 


240 


641525 


1574.N05.gz43_209032 


F 


M00054796B:C08 


UC2-NormColon 


241 


642691 


1574.E06.gz43_209039 


F 


M00042908A:B01 


UC2-NormColon 


242 


466697 


1574.G06.gz43_209041 


F 


M00042910D:A02 


UC2-NormColon 


243 


649965 


1574.H06.gz43_209042 


F 


M00042912A:C01 


UC2-NormColon 


244 


651051 


1574J06.gz43_209044 


F 


M00042915A.G10 


UC2-NonnColon 


245 


450506 


1574.M06.gz43_209047 


F 


M00054794C:G11 


UC2-NonnColon 


246 


453572 


1574.O06.gz43_209049 


F 


M00054798B:A01 


UC2-NormColon 


247 


447660 


1574.B07.gz43_209052 


F 


M00042902C:E11' 


UC2-NormCoIon 


248 


447147 


1574.C07.gz43_209053 


F 


M00042905A:A07 


UC2-NormColon 


249 


647639 


1574.F07.gz43_209056 


F 


M00042909B:C04 


UC2-NormColon 


250 


| 649965 


1574.G08.gz43_209073 


F 


M00042910D:E11 


UC2-NormColon 


251 


639371 


1574.109.gz43_209091 


F 


M00042914A:B05 


UC2-NormColon 


252 


474298 


1574.M09.gz43_209095 


F 


M00054794D.D02 


UC2-NoimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


253 


646568 


1574.M10.gz43_209111 


F 


M00054794D:D08 


UC2-NonnColon 


254 


639787 


1574.P10.gz43_209114 


F 


M00054800B-.C06 


UC2-NormColon 


255 


447750 


1574.All.gz43_209115 


F 


M00042901A:F12 


UC2-NormColon 


256 


649810 


1574.Gll.gz43_209121 


F 


M00042911A:A02 


UC2-NonnColon 


257 


645924 


1574.Hll.gz43_209122 


F 


M00042912B:F11 


UC2-NormColon 


" 258 


413767 


1574.Lll.gz43_209126 


F 


M00054793C:D11 


UC2-NormColon 


259 


641069 


1574.E12.gz43_209135 


F 


M00042908BA.il 


UC2-NormCoIon 


260 


649900 


1574.G12.gz43_209137 


F 


M00042911A:B02 


UC2-NoimColon 


261 


560868 


1574.J12.gz43_209140 


F 


M00042915C:E05 


UC2-NonnColon 


262 


513262 


1574.P12.gz43_209146 


F 


M00054800B:C11 


UC2-NormColon 


263 


640306 


1574.L13.gz43_209158 


F 


M00054793D:H11 


UC2-NormColon 


264 


389591 


1574.A14.gz43_209163 


F 


M00042901A:H11 


UC2-NormColon 


265 


447815 


1574.C14.gz43_209165 


F 


M00042905C:G08 


UC2-NormColon 


266 


95617 


1574.D14.gz43_209166 


F 


M00042907A:B11 


UC2-NonnColon 


267 


465984 


1574.B15.gz43_209180 


F 


M00042903B:C09 


UC2-NormColon 


268 


447692 


1574.D15.gz43_209182 


F 


M00042907A:F03 


UC2-NormColon 


269 


641029 


1574.G15.gz43_209185 


F 


M00042911A:D04 


UC2-NonnColon 


270 


650527 


1574.J15.gz43_209188 


F 


M00042915D:A11 


UC2-NormColon 


271 


641315 


1574.G15.gz43_209193 


F 


M00054798D:A12 


UC2-NoiroColon 


272 


474298 


1574.P15.gz43_209l94 


F 


M00054800B:E08 


UC2-NormColon 


273 


645954 


1574.H16.gz43_209202 


F 


M00042912D:H08 


UC2-NormColon 


274 


640181 


1574.M16.gz43_209207 


F 


M00054795A:A08 


UC2-NormColon 


275 


650235 


1574.F17.gz43_209216 


F 


M00042909C:F10 


UC2-NormColon 


276 


640356 


1574.H17.gz43_209218 


F 


M00042912D:H10 


UC2-NonnColon 


277 


649744 


1574.E18.gz43_209231 


F 


M00042908C:A03 


UC2-NormColon 


278 


650564 


!574.F18.gz43_209232 


F 


M00042909D:B11 


UC2-NormColon 


279 


527355 


1574.G18.gz43_209233 


F 


M00042911AH12 


UC2-NonnColon 


280 


452989 


1574.H18.gz43_209234 


F 


M00042913AD09 


UC2-NoimColon 


281 


648159 


1574.K18.gz43_209237 


F 


M00054792B:A03 


UC2-NonnColon 


282 


714629 


1574.E20.gz43_209263 


F 


M00042908C:D12 


UC2-NonnColon 


283 


467364 


1574.120.gz43_209267 


F 


M00042914B:H03 


UC2-NormColon 


284 


644789 


1574.N20.gz43_209272 


F 


M00054797C:F03 


UC2-NormColon 


285 


646404 


1574J21.gz43_209284 


F 


M00054791A:G04 


UC2-NormColon 


286 


639740 


1574.H22.gz43_209298 


F 


M00042913B.E10 


UC2-NormColon 


287 


649852 


1574.122.gz43_209299 


F 


M00042914D:B10 


UC2-NonnColon 


288 


644376 


1574.G23.gz43_209313 


F 


M00042911B:H08 


UC2-NonnColon 


289 


639901 


1574.P23.gz43_209322 


F 


M00054800D.D08 


UC2-NormColon 


290 


647086 


1574.E24.gz43_209327 


F 


M00042908D:G12 


UC2-NonnColon 


291 


562247 


1574.G24.gz43_209329 


F 


M00042911C:D01 


UC2-NormColon 


292 


446974 


1574.J24.gz43_209332 


F 


M00054791B:C09 


UC2-NormColon 


293 


513248 


1575.A01.gz43_209339 


F 


M00054800D:F08 


UC2-NonnColon 


294 


467989 


1575.M01.gz43_209351 


F 


M00055429B:B12 


UC2-NotmColon 
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BNSDOCID: <WO 0214500A2_L> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID NO 


n I JSTFR 

^Ui) 1 JDIV 


<>FO NAMF 


ORIEN 
T 


PI ONF TD 


TJBRARY 

1 il tJJ\f\-L\. A 


295 


650184 


13 /D.NUl.g243_zUyi52 


F 


\ A A A A ^ -Z A 0 AT\ «T? A/I 


T Tr*»A XT^.«-««kf ,W 'i-kl/-k*» 


296 


649872 


ifnt t?aa ~.~.A o AAAOf a 

1575.E02.gz43JZ09359 


F 


M0005491 6A:A05 


TT/^A XT ir~ ,-,A n i ' 

UC2 -Norm Colon 


A AT 

297 


649506 


1575.O02.gz43 209361 


F 


M000549 1 8 A:Du2 


UC2-NonnColon 


Ann 

298 


A A /TO f A 

446254 


1575.M02.gz43J209367 


F 


M00055429B:E12 


UC2-NormColoti 


299 


/" A 1 f A A 

641542 


1575. 002 .gz43209369 


F 


X IAAA C £ A *i ATI .TJ A 1 ^ 

M00055432B:H02 


UC2-NormLoloii 


300 


649933 


1575 .103 .gz43_209379 


F 


H jf A A AC A A A All ./"»A/t 

M00054920B:C04 


TT/^A XT » 

UC2-NonnCoIoii 


301 


639444 


1 575 .M03 .gz43_209383 


F 


X JTAAAf j* A AT* .A"* A /I 

M00055429B:G04 


UC2-NonnColon 


302 


553100 


1 575 ,G04.gz43_209393 


F 


X JTAAAC >l A1 O A .T7AA 

M0005491 8A-F09 


UC2-NormCoIon 


303 


549699 


1 575 . A05 ,gz43_209403 


F 


H/AAAf ilA1 1 A ./tnfl 

M00054911A:C08 


UC2-NorxnColon 


304 


639256 


1 575.E05 .gz43_209407 


F 


M00054916A:E05 


UC2-NonnColon 


305 


644556 


1575 .H05 .gz43_2094 1 0 


F 


M00054919C:F06 


UC2-NormColon 


306 


500337 


1 5 75 .105 .gz43_2094 1 1 


F 


Xif AAACvl AAATl./^l A 

M00054920B:C12 


UC2-NormColon 


307 


643924 


1575 .K05 .gz43_2094 1 3 


F 


X JTAAAf inn A .T?A1 

M00055427A:F01 


TT/^A Tit /~~* 1 

UC2-NormColon 


308 


639394 


1 5 75 .E06.gz43_209423 


F 


M00054916A:F10 


UC2-NonnColon 


309 


452986 


1575.J06.gz43_209428 


F 


M00055426B:B02 


UC2-NormColon 


310 


654723 


1575.K06.gz43_209429 


F 


H M f\ /\ f\ r C ir\n A .T^/\A 

M00055427A:F02 


UC2-NonnColon 


311 


645344 


1575.N07.gz43_209448 


F 


M0005543 1 A:H05 


UC2-NormColon 


312 


645162 


1575.007 ,gz43_209449 


F 


X if A A AC C jlOIA.'Dm 

M0005 5432C:F0 1 


UC2-NormLolon 


313 


589098 


1 575 .B08 .gz43_209452 


F 


X *AAAC A A1 "Tk.OAC 

M00054912B:L05 


UC2-lS!orm Colon 


314 


643843 


1 575 .F08.gz43 J209456 


F" 


7S #AAAr i* A 1 TA.AA^ 

M000549 17C.D03 


UC2-*NormCoIon 


315 


647109 


1 5 75 .P08 .gz43_209466 


F 


X JTAAAf £ >l*> j! A . A AO 

M00055434A:A03 


TTA1 XT ■ ■ i i 1 i ■ i 

UC2--NonnLolon 


316 


467381 


1 575 .D09.gz43 J209470 


F 


H JTAAAf >tA1 jIT^./T^AT 

M00054914D:u07 


T T/~^0 -KT /"> I 

UC2-NonnColon 


317 


570812 


1 575 .N09 .gz43_209480 


F 


X iTAAAf f jf)tB.AAf 

M0005543 1B:A01 


UC2-Norm(Jolon 


318 


559776 


1575,A10.gz43_209483 


F 


X f AAAf >1A1 1 A .#"1A1 

M00054911A:G01 


1TAA -fc.T /~< 1 

UC2-NormColon 


319 


648532 


1575.F10.gz43_209488 


F 


X iTAAAf if At 1Ait?A9 

M000549 1 7C:F03 


t T/^o XT .... t /"V 1 1 i .i 

UC2-lNonnLoion 


320 


449861 


1575.G10.gz43_209489 


F 


X iTAAAf A A1 On .TJA t 

• M000549 1 8B:H0 1 


UC2-1N ormcolon 


321 


643843 


1575.110 ,gz43_20949 1 


F 


X iTAAAf /4 A«AO, i A£ 

M00054920C:A06 


TT/n« XTj^nPAlAti 

UC2-NormColon 


322 


41141 


1 5 75 .Kl 0.gz43_209493 


F 


X /JTAAAff if ^ In .T7 A 1 

M00055427B:E01 


U L2-lNormCOion 


323 


648664 


1575.Ell.gz43_209503 


F 


M00054916B.E02 


UC2-NormColon 


324 


640814 


1575.K1 l.gz43_209509 


F 


X K AAAf f A ^ .T~}/\£ 

M00055427B:F06 


TTA1 *K T - _ - 1 - . 

UC2-NoimCQlon 


325 


584071 


1 575 .Ml 1 .gz43_2095 1 1 


F 


X JTAAAf f ilAAT\.AA^ 

M00055429D:Cj07 


TT/T'O "XT. _ j ■ i ■ r-. , i 


326 


450225 


« cine? /<i4 n x ^ a a at i ^ 

1575.C12.gz43_209517 


F 


X/TAAAfjIAl Or , ./lA1 

M00054913C:uU3 


U C2-JN ormcoion 


327 


452707 


1 575 .1 1 2.gz43_209523 


F 


X if AAAf /I A A A/^.T^AC 

M00054920CDU5 


UC2-IN onncoion 


328 


243722 


1 575 ,L 1 2 .gz43_209526 


F 


X JTAAAf f >f AO i r ^.i r ^J\£. 

M00055428C:<jO6 


T T/~"> XT-., .T-t/^jnlj-in 

UC2-Nonncoion 






l^7^R1^P74^ 70Q^^9 


F 


M00054912CC01 


UC2-NormColon 


330 


413767 


1575.D13.gz43_209534 


F 


M00054915A.G03 


UC2-NormColon 


331 


504568 


1575.K13.gz43_209541 


F 


M00055427C:A06 


UC2-NormColon 


332 


639992 


1575.A15.gz43_209563 


F 


M00054911B:E10 


UC2-NonnColon 


333 


456923 


1575.G15.gz43_209569 


F 


M00054918D:C03 


UC2-NonnColon 


334 


649555 


1575.115.gz43_209571 


F 


M00054920C:F02 


UC2-NormColon 


335 


649746 


, 1575J15.gz43_209572 


F 


M00055426C:C10 


UC2-NormColon 


336 


644692 


1575.F16.gz43_209584 


F 


M00054917D:A12 


UC2-NormColon 
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BNSDOCID: <W0 0214500A2_L> 



WO 02/14500 



PCT/US01/25840 



Table 2 



ccrn 

UJ 1NU 


CLUSTER 


SEQNAME 


0RD3N 
T 


CLONE ID 


LIBRARY 


337 


452204 


1575.G16.gz43_209585 


F 


M00054918D:C11 


UC2-NormColon 


338 


61616 


1575.H16.gz43_209586 


F 


M00054920A.A05 


UC2-NonnColon 


339 


495143 


1575.M16.gz43_209591 


F 


M00055430B-.E08 


UC2-NormColon 


340 


644371 


1575.01 6.gz43_209593 


F 


M00055433A:B07 


UC2-NormColon 


341 


630269 


1575.K17.gz43_209605 


F 


M00055427C:E12 


UC2-NonnColon 


342 


446932 


1575.O17.gz43_209609 


F 


M00055433A:B08 


UC2-NonnColon 


343 


639662 


1575.F18.gz43_209616 


F 


M00054917D:D12 


UC2-NonnCo]on 


344 


611927 


1575.L18.gz43_209622 


F 


M00055428D.G12 


UC2-NonnColon 


345 


641925 


1575.O18.gz43_209625 


F 


M00055433A:C02 


UC2-NormCoIon 


346 


651020 


1575.P18.gz43_209626 


F 


M00055434C:B11 


UC2-NonnColon 


347 


639255 


1575.F19.gz43_209632 


F 


M00054917D:E05 


UC2-NonnColon 


348 


468222 


1575.G19.gz43_209633 


F 


M00054918D-.H09 


UC2-NonnColon 


349 


468783 


1575.K19.gz43_209637 


F 


M00055427C:H11 


UC2-NonnCoIon 


350 


417130 


1575.B20.gz43_209644 


F 


M00054912D:G01 


UC2-NonnColQn 


351 


448606 


1575.B21.gz43_209660 


F 


M00054912D.G04 


UC2-NonnColon 


352 


456420 


1575.K21.gz43_209669 


F 


M00055427D:E05 


UC2-NormColon 


353 


640369 


1575.P21.gz43_209674 


F 


M00055434D:B06 


UC2-NormColon 


354 


473854 


1575.E22.gz43_209679 


F 


M00054917A;F07 


UC2-NormColon 


355 


564440 


1575.H22.gz43_209682 


F 


M00054920A:C11 


UC2-NormColon 


356 


639520 


1575.L22.gz43_209686 


F 


M00055429A-.H04 


UC2-NormColon 


357 


649195 


1575.O22.gz43_209689 


F 


M00055433A:E04 


UC2-NonnCol(m 


358 


57183 


1575.P22.gz43_209690 


F 


M00055434D.E09 


UC2-NormColon 


359 


648609 


1575.E23.gz43_209695 


F 


M00054917B:A05 


UC2-NonnColcjn 


360 


648532 


1575.F23.gz43_209696 


F 


M00054917D:H02 


UC2-NormColon 


361 


642073 


1575.N23.gz43_209704 


F 


M00055432B:B04 


UC2-NonnColon 


362 


377855 


1575.B24.gz43_209708 


F 


M00054913A:B12 


UC2-NonnColon 


363 


452845 


1575.G24.gz43_209713 


F 


M00054919A:H04 


UC2-NormColon 


364 


638758 


1575.O24.gz43_209721 


F 


M00055433CA11 


UC2-NoimColon 


365 


639829 


1576.A04.gz43_209771 


F 


M00055435B:C09 


UC2-NoimCo]on 


366 


484145 


1576.105.gz43_209795 


F 


M00055446B:A12 


UC2-NonnColon 


367 


640055 


1576.A08.gz43_209835 


F 


M00055435C:E12 


UC2-NonnColon 


368 


639928 


1576.108.gz43_209843 


F 


M00055446B:D08 


UC2-NonnColoii 


369 


526606 


1576.L08.gz43_209846 


F 


M00055450B:G07 


UC2-NonnColon 


370 


653616 


1576.E09.gz43_209855 


F 


M00055440D:D02 


UC2-NormCoIon 


371 


624440 


1576.M12.gz43_209911 


F 


M00055451C:B08 


UC2-NormColon 


372 


560791 


1576.O12.gz43_209913 


F 


M00055453D.E12 


UC2-NonnColon 


373 


639287 


1576.A13.gz43_209915 


F 


M00055435D:G11 


UC2-NonnCoIon 


374 


475184 


1576.M14.gz43_209943 


F 


M00055451C:E10 


UC2.NonnColon 


375 


626061 


1576.A15.gz43_209947 


F 


M00055436A-.E04 


UC2-NormColon 


376 


640734 


1576.E16.gz43_209967 


F 


M00055441A.G07 


UC2-NonnColoa 


377 


466092 


1576.B17.gz43_209980 


F 


M00055437D-.B06 


UC2-NormColoa 


378 


639711 


1576.A19.gz43_210011 


F 


M00055436B:B06 


UC2-NormColon 
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BNSDOCIO: <WO_0214500A2J_» 



WO 02/14500 
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Table 2 



IV NO 


CLUSTER 


SEQNAME 


ORIEN 

T 
1 


CLONE ID 


LIBRARY 


379 


640522 


1576.C21.gz43_210045 


F 


M00055439B:B07 


UC2-NormColon 


380 


651038 


1585.101.gz43_210211 


F 


M00055465A:C05 


UC2-NormColori 


381 


466440 


1585.B02.gz43_210220 


F 


M00055456C:A10 


UC2-NormColon 


382 


648123 


!585.C02.gz43_210221 


F 


M00055458B:B04 


UC2-NormCoIon 


383 


646318 


1585 .K02.gz43_2 10229 


F 


M00055468A:A05 


UC2-NormColon 


384 


598589 


1585.E03.gz43_210239 


F 


M00055460B:G06 


UC2-NormColon 


385 


447863 


1585.F03.gz43_210240 


F 


M00055461A:H03 


UC2-NormColon 


386 


562236 


1585.P05.gz43_210282 


F 


M00055494C:G10 


UC2-NormColon 


387 


559369 


1585.A06.gz43_210283 


F 


M00055456A:B03 


UC2-NormColon 


388 


484126 


1585.B06.gz43_2 10284 


F 


M00055456C:G04 


UC2-NormColon 


389 


558839 


1585.P06.gz43_210298 


F 


M00055494C:G11 


UC2-NormColon 


390 


555820 


1585.J07.gz43_210308 


F 


M00055467A.A07 


UC2-NormCoIon 


391 


544461 


1585.H09.gz43_2 10338 


F 


M00055463D.G01 


UC2-NormColon 


392 


642478 


1585.A10.gz43_210347 


F 


M00055456A:F01 


UC2-NormColon 


393 


643843 


1585.Cll.gz43_210365 


F 


M00055458C:G02 


UC2-NormColon 


394 


640400 


1585.G12.gz43_210385 


F 


M00055462C:A11 


UC2-NonnColon 


395 


645201 


1585.L12.gz43_210390 


F 


M00055469C:F09 


UC2-NormColon 


396 


640792 


1585.F13.gz43_210400 


F 


M00055461C:E05 


UC2-NorroColon 


397 


640913 


1585.H13.gz43_21O402 


F 


M00055464B-.E06 


UC2-NonnColon 


398 


639607 


1585.113.gz43_210403 


F 


M00055465D:F12 


UC2-NormColon 


399 


639932 


1585.B14.gz43_210412 


F 


M00055456D:G04 


UC2-NormColon 


400 


640662 


1585.D14.gz43_210414 


F 


M00055460A:D01 


UC2-NonnColon 


401 


598589 


1585.G14.gz43_210417 


F 


M00055462C:C03 


UC2-NormColon 


402 


556654 


1585.H14.gz43_210418 


F 


M00055464B:E11 


UC2-NormColon 


403 


555193 


1585.O14.gz43_210425 


F 


M00055493D:B07 


UC2-NormColon 


404 


641066 


1585.E15.gz43_210431 


F 


M00055460D:B06 


UC2-NormCoion 


405 


664711 


1585.H15.gz43_2 10434 


F 


M00055464B:G03 


UC2-NormCokm 


406 


549611 


1585.115.gz43_210435 


F 


M00055466A:C05 


UC2-NontiCoIon 


407 


639726 


1585.K16.gz43_210453 


F 


M00055468C:B07 


UC2-NonnColon 


408 


607422 


1585.F17.gz43_210464 


F 


M00055461D:C09 


UC2-NormColon 


409 


584745 


1585.M17.gz43_210471 


F 


M00055491A:H01 


UC2-NonnCoIon 


410 


661194 


1585.H19.gz43_210498 


F 


M00055464D:A04 


UC2-NonnColon 


411 


559549 


1585J20.gz43_210516 


F 


M00055467D:A01 


UC2-NormColon 


412 


641645 


1585.A22.gz43_210539 


F 


M00055456B:G08 


UC2-NormColon 


413 


641467 


1585.C22.gz43_210541 


F 


X JTAAAC SAC t\"B .AM 

M00055459B:A02 


UC2-N ormColcm 


414 


640368 


1585.F22.gz43_2 10544 


F 


M00055462A:A09 


UC2-NormColon 


415 


412416 


1585.G22.gz43_210545 


F 


M00055462D.H12 


UC2-NonnColon 


416 


650914 


1585.H22.gz43_2 10546 


F 


M00055464D:F08 


UC2-NormColon 


417 


3 


1585.J22.gz43_210548 


F 


M00055467D:C10 


UC2-NontiColoa 


418 


646318 


1585.N22.gz43_210552 


F 


M00055492C:H07 


UC2-NormColon 


419 


237288 


1585.P22.gz43_210554 


F 


M00055495C:F03 


UC2-NormColon 


420 


650605 


1585.B23.gz43_210556 


F 


M00055457D:F09 


UC2-NormCo!on 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


421 


643991 


1585.E23.gz43_210559 


F 


M00055461A.A06 


UC2-NormColon 


422 


398061 


1585.G23.gz43_210561 


F 


M00055463AA.il 


UC2-NoimColon 


423 


505933 


1585.J24.gz43_210580 


F 


M00055467D.G08 


UC2-NormColon 


424 


640068 


1585.K24.gz43_210581 


F 


M00055469A:D08 


UC2-NormColon 


425 


474821 


1585.N24.gz43_210584 


F 


M00055492D:B08 


UC2-NoimColon 


426 


234606 


1587.C01.gz43_211361 


F 


M00055519A:F08 


UC2-NonnColon 


427 


597780 


1587.E01.gz43_211363 


F 


M00055521C-.B08 


UC2-NonnColon 


428 


492483 


1587.B02.gz43_211376 


F 


M00055517C.-H07 


UC2-NormColon 


429 


644051 


1587.C03.gz43_211393 


F 


M00055519A:H01 


UC2-NonnColon 


430 


639056 


1587.E03.gz43_211395 


F 


M00055521C:C08 


UC2-NormColon 


431 


643723 


1587.L03.gz43_211402 


F 


M00055529D-.D05 


UC2-NormColon 


432 


639459 


1587.N03.gz43_211404 


F 


M00055532C:G08 


UC2-NonnColon 


433 


639826 


1587.P03.gz43_211406 


F 


M00055535B:A11 


UC2-NoimColon 


434 


552783 


1587.A04.gz43_211407 


F 


M00055516B:E11 


UC2-NormColon 


435 


590218 


1587.D04.gz43_211410 


F 


M00055520B:D11 


UC2-NormColon 


436 


559324 


1587.E04.gz43_211411 


F 


M00055521C:D02 


UC2-NormColon 


437 


646711 


1587.L04.gz43_211418 


F 


M00055529D:D11 


UC2-NormColoii 


438 


639132 


1587.M04.gz43_211419 


F 


M00055531B:D10 


UC2-NormColon 


439 


207552 


1587.N04.gz43_211420 


F 


M00055532D:A12 


UC2-NonnColon 


440 


116869 


1587.O04.gz43_211421 


F 


M00055533D-.G02 


UC2-NormColon 


441 


481220 


1587.D05.gz43_211426 


F 


M00055520B:E04 


UC2-NormColon 


442 


645544 


1587.K05.gz43_211433 


F 


M00055528D:B02 


UC2-NormColon 


443 


650617 


1587.M05.gz43_211435 


F 


M00055531B:E05 


UC2-NormColon 


444 


194095 ! 


1587.O05.gz43_211437 


F 


M00055534A:E06 


UC2-NonnColon 


445 


446984 


1587.B06.gz43_211440 


F 


M00055517D:D09 


UC2-NonnColon 


446 


290226 


1587.B07.gz43_211456 


F 


M00055517D:D11 


UC2-NormColon 


447 


634409 


1587.P07.gz43_211470 


F 


M00055535C.-A03 


UC2-NormColon 


448 


640419 


1587.G08.gz43_211477 


F 


M00055524B:B08 


UC2-NormColon 


449 


649149 


1587.L09.gz43_211498 


F 


M00055530A:C07 


UC2-NormColon 


450 


640072 


1587.P10.gz43_211518 


F 


M00055535C:E08 


UC2-NormColon 


451 


641615 


1587Jll.gz43_2 11528 


F 


M00055528A:E08 


UC2-NormColon 


452 


639213 


1587.M13.gz43_211563 


F 


M00055531D:E06 


UC2-NormColon 


453 


641216 


1587.N15 ig z43_211596 


F 


M00055533B:B11 


UC2-NormColon 


454 


650161 


1587.A16.gz43_211599 


F 


M00055517A:D09 


UC2-NormColon 


455 


558785 


1587.B23.gz43_211712 


F 


M00055519A:C01 


UC2-NormColon 


456 


642631 


1588.B02.gz43_211780 


F 


M00055538C:E04 


UC2-NonnColon 


457 


639543 


1588.F02.gz43_211784 


F 


M00055543D:H03 


UC2-NormColon 


458 


473701 


1588.F03.gz43_211800 


F 


M00055544A:A07 


UC2-NormColon 


459 


562274 


1588.G03.gz43_211801 


F 


M00055545B:A04 


UC2-NormCol6n 


460 


643277 


1588.D05.gz43_211830 


F 


M00055541C:D02 


UC2-NormColon 


461 


556867 


1588.G05.gz43_211833 


F 


M00055545B:C01 


UC2-NonnColon 


462 


646350 


1588.P05.gz43_211842 


F 


M00055556AA04 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


463 


649335 


1588JB06.gz43_211844 


F 


M00055538D:D12 


UC2-NormColon 


464 


646159 


1588.J06.gz43_211852 


F 


M00055548B-.C03 


UC2-NotmColon 


465 


649099 


1588.P06.gz43_211858 


F 


M00055556A.E07 


UC2-NonnColon 


466 


32812 


1588.H09.gz43_2U898 


F 


M00055546C-.F11 


UC2-NormColon 


467 


639480 


1588.J09.gz43_211900 


F 


M00055548B:G06 


UC2-NormColon 


468 


644242 


1588.N09.gz43_211904 


F 


M00055553BJI04 


UC2-NonnColon 


469 


644723 


1588.Nll.gz43_211936 


F 


M00055553C:D06 


UC2-NormColon 


470 


648748 


1588.F13.gz43_211960 


. F 


M00055544C:A01 


UC2-NormColon 


471 


639099 


1588.G13.gz43_211961 


F 


M00055545C.-D09 


UC2-NoimColon 


472 


562414 


1588.F15.gz43_211992 


F 


M00055544C.B07 


UC2-NormColon 


473 


641078 


1588.N15.gz43_212000 


F 


M00055553CH12 


UC2-NonnColon 


474 


505042 


1588.G16.gz43_2 12009 


F 


M00055545D.B06 


UC2-NormColon 


475 


640747 


!588.N16.gz43_212016 


F 


M00055553D:C07 


UC2-NormColon 


476 


453606 


1588.D17.gz43_212022 


F 


M00055542B.B11 


UC2-NormColon 


477 


419706 


1588.A18.gz43_212035 


F 


M00055538A:C05 


UC2-NormColon 


478 


557983 


I588.H21.gz43_212090 


F 


M00055547B:C05 


UC2-NonnColon 


479 


639114 


l588.D22.gz43_212102 


F 


M00055542C:D07 


UC2-NonnColon 


480 


442531 


1588J22.gz43_212108 


F 


M00055549A:B04 


UC2-NormColon 


481 


649668 


1597 ; N02.gz43_212176 


F 


M00055574D-.E02 


UC2-NormColon 


482 


639781 


1597.D05.gz43_212214 


F 


M00055561C:C07 


UC2-NonnColon 


483 


639056 


1597.E05.gz43_212215 


F 


M00055562D:B06 


UC2-NormColon 


484 


639698 


1597.P05.gz43_212226 


F 


M00055577C.G02 


UC2-NonnColon 


485 


469731 


1597.B06.gz43_212228 


F 


M00055559A:D06 


UC2-NormColon 


486 


639593 


1597.G06.gz43_212233 


F 


M00055566A:E02 


UC2-NoimColon 


487 


557975 


1597J06.gz43_212236 


F 


M00055569D.C02 


UC2-NonnColon 


488 


640356 


1597.E08.gz43_212263 


F 


M00055563A:A02 


UC2-NoimColon 


489 


647431 


1597.E09.gz43_212279 


F 


M00055563A:C03 


UC2-NonnColon 


490 


31112 


1597.C10.gz43_212293 


F 


M00055560D:C03 


UC2-NonnColon 


491 


454825 


1597.F10.gz43_212296 


F 


M00055565A.C08 


UC2-NormColoD 


492 


555021 


1597.B12.gz43_212324 


F 


M00055559C.D07 


UC2-NonnCoIon 


493 


650740 


1597.112.gz43_212331 


F 


M00055569A:D01 


UC2-NormColon 


494 


659031 


1597J12.gz43_212332 


F 


M00055570B:F07 


UC2-NormColon 


495 


592122 


1597.D14.gz43_212358 


F 


M00055562B:D03 


UC2-NormColon 


496 


45921 


1597.N14.gz43_212368 


F 


M00055575C:B04 


UC2-NormColon 


497 


556511 


1597.H15.gz43_212378 


F 


M00055568A:B04 


UC2-NonnColon 


498 


637966 


1597.A16.gz43_212387 


F 


M00055558B.G11 


UC2-NormColon 


499 


553318 


1597.F16.gz43_212392 


F 


M00055565A-.F11 


UC2-NormColon 


500 


23961 


1597.C17.gz43_212405 


F 


M00055561A:F07 


UC2-NonnColon 


501 


650235 


l597.M17.gz43_212415 


F 


M00055574B:F06 


UC2-NormColoD 


502 


596882 


1597.F18.gz43_212424 


F 


M00055565B:F04 


UC2-NormColon 


503 


644928 


1597.118.gz43_212427 


F 


M00055569A:F06 


UC2-NonnColon 


504 


589483 


1597.L18.gz43_212430 


F 


M00055573B:D11 


UC2-NormColon 
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&e\J NAMb 


UKJ-tilN 


CLONE ID 


LIBRARY 


505 


640956 


1597.N18.gz43_212432 


F 


M00055575D.G04 


UC2-NomiColon 


506 


553602 


1597.L19.gz43_212446 


F 


M00055573B:E01 


UC2-NormColon 


507 


640851 


1597.O20.gz43_212465 


F 


M00055577A:G09 


UC2-NonnColoii 


508 


460666 


1597.A21.gz43_2l2467 


F 


M00055558D:C08 


UC2-NormColon 


509 


640195 


1597.D22.gz43_212486 


F 


M00055562C:F02 


UC2-NormColon 


510 


668852 


1597.P22.gz43_212498 


F 


M00055578C:F11 


UC2-NormColon 


511 


645913 


1597.A23.gz43_212499 


F 


MOO055558DD07 


UC2-NormColon 


512 


446230 


l597.G23.gz43_212505 


F 


M00055567A:A06 


UC2-NormColon 


513 


649349 


1597.N23.gz43_212512 


F 


M00055576A:F07 


UC2-NormCoIon 


514 


645538 


1597.C24.gz43_212517 


F 


M00055561B:G12 


UC2-NonnColon 


515 


647069 


1597.G24.gz43_21-2521 


F 


M00055567A:AU 


UC2-NormColon 


516 


638869 


1597.H24.gz43_212522 


F 


MO0055568C:F07 


UC2-NoimColon 


517 


556 


1597.124.gz43_212523 


F 


M00055569B.G10 


UC2-NormColon 


518 


648483 


1597.024.gz43_212529 


F 


M00055577B:F05 


UC2-NonnColon 


519 


447272 


1598.M01.gz43_212543 


F 


M00055595C:F12 


UC2-NoimColon 


520 


640025 


1598.B02.gz43_212548 


F 


M00055581A:C02 


UC2-NonnColon 


521 


415538 


1598.E02.gz43_212551 


F 


MO0055585B:F01 


UC2-NormColon 


522 


478229 


1598.M02.gz43_212559 


F 


M00055595C:G03 


UC2-NotmColon 


523 


644572 


1598H03.gz43_212570 


F 


MO0055589B-.EO8 


UC2-NormColoii 


524 


648580 


1598.B04.gz43_212580 


F 


M00055581C-.A01 


UC2-NormColon 


525 


470769 


1598.L04.gz43_212590 


F 


M00055594C:B03 


UC2-NormColon 


526 


554273 


1598.M04.gz43_212591 


F 


M00055595D:C04 


UC2-NonnColon 


527 


641262 


1598.C05.gz43_212597 


F 


M00055583A.-A05 


UC2-NormColon 


528 


645707 


1598.F05.gz43_212600 


F 


M00055586D:G07 


UC2-NormColon 


529 


463028 


1598.N05.gz43_212608 


F 


M00055597B:B04 


UC2-NormColon 


530 


640695 


1598.P05.gz43_2 12610 


F 


M00055601B:D12 


UC2-NormColon 


531 


641925 


1598.D06.gz43_212614 


F 


M00055584A.-G11 


UC2-NormColon 


532 


449247 


1598.E06.gz43_212615 


F 


M00055585C:F05 


UC2-NormColon 


533 


646590 


1598.L06.gz43_212622 


F 


M00055594C-.F11 


UC2-NormColon 


534 


641191 


1598.A07.gz43_212627 


F 


M00055579C.-D04 


UC2-NormColon 


535 


641191 


1598.P07.gz43_212642 


F 


M00055601B:H02 


UC2-NormColon 


536 


641838 


1598K09.gz43_212669 


F 


M00055593A:F08 


UC2-NonnColon 


537 


641440 


1598.N09.gz43_212672 


F 


M00055597D.B05 


UC2-NormColon 


538 


640826 


1598.M10.gz43_212687 


F 


M00055596A:E07 


UC2-NormColon 


539 


459521 


1598.All.gz43_212691 


F 


M00055579D:C11 


UC2-NormColon 


540 


140909 


1598.G1 l.gz43_212697 


F 


M00055588B:H11 


UC2-NonnCoIon 


541 


641467 


1598.J12.gz43_212716 


F 


M00055592B:C10 


UC2-NormColon 


542 


455864 


1598.L12.gz43_212718 


F 


M00055594D.F07 


UC2-NonnCoiou 


543 


641957 


1598.A13.gz43_212723 


F 


M00055579D:G09 


UC2-NormColon 


544 


638941 


1598.K14.gz43_212749 


F 


M00055593C:D08 


UC2-NonnColon 


545 


648159 


1598.B15.gz43_212756 


F 


M00055582BA06 


UC2-NormColon 


546 


509973 


1598.G15.gz43_212761 


F 


M0O055588C:GO9 


UC2-NormColou 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


547 

J^ / 




1508 A17o741 917787 

xJyQ.I\X 1 .gZHj__Z!Z 101 


r 


1UT0005 5 5 80R *R08 

1V1UUUJ J JOOD.JDUO 


T T/" , 9.JMnnn/"V\1rtfi 


548 

J*f O 


647319 

VJ*t / J IX 


150RO17o743 919801 

1J70.U1 /.g^HJ 


V 

r 


TvT00055600r-r09 

JV1U UU3 3 0 UUL> . ^>UZ 


uoZ"iNoirni^oioii 


540 
jh7 


8631 1 


1508 PIS oy43 919805 

i J y O . \+, X 0 .g.£H 3^Z i o U3 


r 


TV>f0005558ir-A01 
JVl UUUj 3 3 o 3 C . AU 1 


ucz-XNonn\-A)ion 


550 


515031 
j i j 7 j x 


1508 O10 &743 919833 
1J70.V/ i7.g£Hj_ziZ033 


r 


Tv/f 0005 5 600H -1309 

IVIUUUj JOUVJL/.DUZ 


T TP 9 JMnfm r\] rvn 
U v.Z"lN OliIlVX}AUll 


551 
j j x 


651000 

UJ AUUU 


1508 TV? 1 0743 919854 

1 J70. XJjLi .gZHj__Z 1 ZD JH 


r 


M00055585A-F19 


T TP9 JMnrmpAl r\t> 




553087 


1508 F91 <T743 919855 

1 J70.JDZ1 .gZHj ZiZOJJ 


r • 


1VT00055586P- A06 
1V1UUU333oOV*./\UO 


TTP9 "M/M-mPrtl/wi 

Uv'Z in oiiiiv/Oion 


553 

JJJ 


646014 


1508 091 D743 919857 


F 


TvT 0005 5 5 80 A -R06 

1V1UUU J J J 07jTV. JjUO 


T TP9JMrtrmP<-\1/\r» 

u^z-i^i oiiiiv/Oion 


554 

J JH 


446371 

t*TOJ / 1 


1508 K21 cr743 919861 

IJ70.I\X1 .gZHJ_Z liOOl 


r 


1V4000 5 5 5 04P • A 0 1 

1V1UUUJ J J7HD.Au 1 




555 


640908 


1508 TsI93 &?43 919806 


F 
r 


M0005 5 5QQTYP08 
1V1U U U j J j 7 yu . VAJ 0 


T TP9 JNInrm Prkl/vn 


556 

330 


9010O4 


1500 A0T »*43 919093 

1 j77.Aw l .gZH J_Z 1 Z7Z3 


F 


M0n055609R'P 1 0 
IvIvVVjjOVZD.BIV 




557 

j j / 


641338 


15QQR01 &743 919094 

I J77..DU1 .gZHJ Z1Z7ZH 


F 


M00055603FI- AOO 
1V1UUU J J OU j JJ . rvU 7 


T TP 9 JM/\ttv> P rtl r»n 

u v^z-in oim v_/Oion 


558 


640071 
OHUZZ 1 


15Q0T01 ot-43 919Q34 
Xjyy.LjxJX .gZHj__ZiZ73H 


F 
F 


TvI0n05 561 OP *F07 
JVIUUU33017L/.FU/ 


T TP9 JM/\rmPr»1r»« 

u wz -in onn v^oion 


550 


454577 

H JH JZ / 


1 5Q0 F09 cr-743 91 9044 
1 3 77 .r UZ .gZH3__Z I Z. 7HH 


F 
F 


TUTOO055610R-FO4 
1V1UU U3 3 0 X UD . HUH 


TTP9 Mrtr»*iPr\1n« 


560 


640868 

OHUOOO 


1 500 T08 «ry43 9 1 1043 
1377.lUO.gZH3 Z13UH3 


F 
F 


■\A0H05561 5P*F01 
1VIUUU3 3 0 1 3 Ks.JlAJ X 


TIP 9 MnrmPAlAn 


561 


64 1 06Q 

ot luoy 


1 500 MOO €ttA7 9 1 3064 

i377.iNU7\gZHJ_Zl jUOH 


F 

r 


A/T0005 567in»n05 
1V1UUU3 3 0Z3 U . VJU3 


TTP9 "MrtrmPrtlrtrt 


569 


550180 
JJ730U 


15Q0R10&743 913068 

1377.r>lU,gZHj__Z13UOo 


F 
F 


M0O055604H-F05 
1V1UUU330UHLI.FU3 


TIP 9 "W/\rtnP/\1rtti 


563 


64 1 680 
OHIOou 


1500m0cr^43 913070 
1 3 77 . V I V ,gZH3__Z 1 3 v / V 


F 
F 


M00055608r*F01 
MUUU3 3 0 vo v . CU3 


TTP9 "\J/M-m P/-»l nn 




6iQ9fii 

037 /U3 


1^00 Til a-t41 911AQ1 
i 3 77.11 l.gZH3_Zl jUVI 


F 
r 


Mu UU3 3 0 1 3 U . / 


TTP9 XT/^**«P/s1/\*» 

uuz-JNorrnuoion 


J 03 


£41 <40 
0H134Z 


1 5 GO P 1 9 rr<»41 0 1 1 1 A 1 
1 3 77 . L/J Z.gZH3_Z 1 3 1 U 1 


F 
F 


M U UU3 3 OUOJLJ . UU3 


Uuz-iNorniuoion 


3 DO 


3ZU1 


1 ^QQ A 1 ^ rr-y41 911147 
1 3 77 . A 1 3 .gZH 3_Z 1 3 1 H / 


F 
F 


A/f AAA^<^A9Tl«riA8 
IV1UUU3 3 OUZU . VJUO 


u uz-jn ormuoion 


5 £7 
30 / 


0U / / 1 3 


1377.JJ1 J.gZH3_Zl3 13U 


F 
r 


TV/TAAA^^AAftP'/T-l 1 
MuuU330uoU.VJl 1 


u v>z-jn ormL/Oion 


568 
305 


6404 1 £ 
OhuhIO 


15QQT17o»41 9111QA 
l377.L>I / .gZH3_ZlJl7U 


F 


\A AAA5 5 A9 ATYTV15 
1V1UUU3 3 OZUJL/ . Uvj 


UL/Z-iNornicoion 


5£0 
307 


554811 
334533 


l^QQPIQftvd? 91*3919 
A377.X5l7.gZHJ_Zl3ZlZ 


p 
r 


"\/T A AA^ ^ A A6 A 0Q 1 1 
MUUU330uOA.JD x X 


TTP9 "M/MTrtPrtlrtn 


3 /U 


£1Q/f 8A 
037HOU 


1 <OQ If t Q rr-r/ll 91 Hill 

1 377 . IV 1 7.gZHJ_Z 1 3ZZ 1 


F 
F 


x>f AAA<^/C 1 0n*UA4 
MUUU330 1 7l>.riUH 


TTP9 XT/>*mPrt1rtTi 


571 
3/1 


607 I 18 
OU / 13© 


15QQP91 fr»4l 911958 
1 377. a Z 1 .gZH3_Z 1 3Z j o 


F 
F 


N/fAAA5^698R'nA7 
IVluUU330Zori.l3U / 


TTP9 "MVvrrM P/-\T<-\« 


579 

3 /Z 


561 £96 
3010Z0 


1 5QQ T 91 cr741 911986 
1377jLZ3.gZH3__Z13Zo0 


F 
F 


1UIAAA5569 IR-riAl 
JVIU UU3 3 OZ 1 FJ , Ov3 


TTP9 "MrtrmPrklnti 


571 
3/3 


548050 
3H07J7 


1 600 TO 1 <tt41 911115 
10UU.lUl.gZH3__Z133 13 


F 


\40005561Qrvri01 
ivlU UU3 3 03 7 JL/ . JL/U3 




574 
3 /*f 


61QQ14 
037734 


1 600 H09 »t41 911110 
1 OUU . XvJjl .gZH3_Z 1 3 3 3 U 


F 
F 


TM0AA55618TYn07 
JV1UUU33030L/.L/U / 


TTP9 XTr»rmP/\1rtn 


575 

3 /3 


640056 


1 600 T03 0743 9 1 3347 

lOv/vr.lVJ.gZHj Z13JH/ 


F 

F 


M00055630n-F08 
lVlU v/U J J o j yxj . F uo 


T TP9JMr»rmPr»1oTi 


576 
3 /O 


554779 


1 600 T 03 0*41 913350 

10UO.J-fVj.gZHj_Z 1333U 


F 
F 


MOOO 5 5 644 A -n 1 9 

JV1UUU J 3 O t tHA.U 1 Z 


T TP9-MnrmPn1nn 


577 

3 / / 


64071 7 

OH7 / J. / 


1 600 r>04 0-743 91 3358 
1 0UU.JjUH.gZH3__Z133JO 


F 
F 


M00055633n- A 09 
1V1UUU J J O j3JL/./tiUZ 


T TP9 JMr»rmPr»1r»n 


578 
3 /O 


6466Q5 
0H0073 


1 600 H04 C743 9 1 3369 
i ou v . nut .gZH 3__Z 1 J J oz 


F 
F 


M00055638n-FOQ 

1V1UUU3 3 O J 0 XJ . JC»U7 


T TP9 -"NJnrm Pnl nn 


570 
j /7 


630886 

WJ700D 


1 600 "W04 0743 9 1 3368 

1 OUU. IN UH .gZH J__Z 1 J J OO 


F 
F 


M00055647rTMV9 

IVJLUUUJ JOH i\*.XJ\JL 


T TP 9 JMnrmPnlon 


JOU 


451615 


1600 K05 0743 913381 

1 0 U U . IVU J , gZH J__Z 1 J J 0 1 


F 

F 


M00O55643A-PO1 

1V1 U UU J J OH JrV. \-/U 1 


T TP9- , NTrifTnPr»1nn 


581 


635965 


1600 .107 .gz43_213411 


F 


M00055640A-.G03 


UC2-NormColon 


582 


379040 


1600.L07.gz43_213414 


F 


M00055644B:H12 


UC2-NonnColoii 


583 


640799 


1600.C10.gz43_213453 


F 


M00055632D:A06 


UC2-NormColon 


584 


642246 


1600.Kll.gz43J13477 


F 


M00055643B.E05 


UC2-NormCoIon 


585 


467563 


1600.Nll.gz43_213480 


F 


M00055647D:B11 


UC2-NormColon 


586 


640320 


1600.Oll.gz43_213481 


F 


M00055649A:H07 


UC2-NormColon 


587 


557401 


1600.112.gz43^_213491 


F 


M00055640C:E06 


UC2-NonnColon 


588 


646352 


1600.M13.gz43_213511 


F 


M00055646C:B04 


UC2-NonnColon 
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MiQ 

ID JNU 


CLUSTER 


SEQNAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


589 


645004 


1600.B15.gz43_213532 


F 


M00055630B:G04 


UC2-NoimColon 


590 


641702 


!600.P17.gz43_213578 


F 


M00055651AE06 


UC2-NonnColon 


591 


562000 


1600.119.gz43_213603 


F 


M00055641A:C12 


UC2-NonnCoIoii 


592 


453441 


1600.N19.gz43_2 13608 


F 


M00055648B:C01 


UC2-NormColon 


593 


641210 


1600.M20.gz43_213623 


F 


M00055647B.A05 


UC2-NoimColon 


594 


458736 


1600.P20.gz43_213626 


F 


M00055651B.F08 


UC2-NoimColaii 


595 


553285 


1600.O21.gz43_213641 


F 


M00055650A:B05 


UC2-NonnColon 


596 


455075 


1600.A22.gz43_213643 


F 


M00055629B:G09 


UC2-NoimColon 


597 


166041 


1600.D23.gz43_213662 


F 


M00055634C:F09 


UC2-NormColon 


598 


553516 


1600.J23.gz43_213668 


F 


M00055642D:A05 


UC2-NormColon 


599 


559423 


1600.B24.gz43_213676 


• F 


M00055632A:B11 


UC2-NormColon 


600 


131348 


1600.C24.gz43_213677 


F 


M00055633B:G02 


UC2-NormCoIon 


601 


650180 


1600.E24.gz43_213679 


F 


M00055636A-.H12 


UC2-NormColon 


602 


642361 


1600.F24.gz43_213680 


F 


M00055637B.A01 


UC2-NoimColon 


603 


561069 


1600.K24.gz43_213685 


F 


M00055643D:G11 


UC2-NormColon 


604 


550515 


1600.P24.gz43_213690 


F 


M00055651C:E01 


UC2-NonnColon 


605 


559854 


1693.D01.gz43_213694 


F 


M00055819A:B10 


UC2-NoimColon 


606 


650579 


1693.J01.gz43_213700 


F 


M00055827A:A12 


UC2-NormColon 


607 


648567 


1693.L02.gz43_213718 


F 


M00055829C:A07 


UC2-NormColon 


608 


645155 


1693 .H03.gz43_2 13730 


F 


M00055825B.-C11 


UC2-NormColon 


609 


650204 , 


1693.H04.gz43_213746 


F 


M00055825B.E03 


UC2-NormColon 


610 


643054 


1 693 H06.gz43_2 13778 


F 


M00055825B:F09 


UC2-NonnColoii 


611 


640464 


1693.106.gz43_213779 


F 


M00055826A:G04 


UC2-NormColon 


612 


363172 


1693.A07.gz43_213787 


F 


M00055816D:A10 


UC2-NormColon 


613 


674526 


1693 .G08.gz43_2 13809 


F 


M00055823B:F02 


UC2-NonnColon 


614 


481864 


1693.N08.gz43_213816 


F 


M00055832A:A08 


UC2-NonnColoii 


615 


492242 


1693.A09.gz43_213819 


F 


M00055816D:B11 


UC2-NoimColon 


616 


638837 


1693.C10.gz43_213837 


F 


M00055818BH03 


UC2-NonnColon 


617 


517280 


1693.K10.gz43_213845 


F 


M00055828B:E10 


UC2-NormColon 


618 


452863 


1693.A13.gz43_213883 


F 


M00055816D:E10 . 


UC2-NormColon 


619 


642962 


1693.H13.gz43_213890 


F 


M00055825D:A03 


UC2-NormColon 


620 


645746 


1693.113.gz43_213891 


F 


M00055826B:G07 


UC2-NonnColon 


621 


645146 


1693.L15.gz43_213926 


F 


M00055829D:H10 


UC2-NonnColon 


622 


644781 


1693.M15.gz43_213927 


F 


M00055831A:C06 


UC2-NonnColon 


623 


643397 


1693.A17.gz43_213947 


F 


M00055817A:E05 


UC2-NormColon 


624 


645073 


1693.L17.gz43_213958 


F 


M00055830A:G10 


UC2-NoiroColon 


625 


648580 


1693.Al9.gz43_213979 


F 


M00055817A:H07 


UC2-NonnColon 


626 


650487 


1693.119.gz43_213987 


F 


M00055826C.G06 


UC2-NonnColon 


627 


455716 


1693.J19.gz43_213988 


F 


M00055827D:A01 


UC2-NormColon 


628 


551681 


1693.H20.gz43_214002 


F 


M00055825D:D11 


UC2-NormColon 


629 


642054 


1693.P21.gz43_214026 


F 


M00055835C:F08 


UC2-NonnColon 


630 


556286 


1693J22.gz43_214036 


F 


M00055827D:C02 


UC2-NonnColon 
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BNSDOCID: <WO 0214500A2J_> 



WO 02/14500 



PCTAJS01/25840 



Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME ^ 


ORDSN 
T 


CLONE ID 


LIBRARY 


631 


449542 


1693A23ez43 214043 


F 


M00055817BC04 


UC2-NonnColon 


632 


517237 


1693 M23 bz43 214055 


F 


M00055831BC04 


UC2-NonnColon 


633 


647191 


1694 J01 fiz43 214084 


F 


M00055846BF11 


UC2-NonnColon 


634 


644212 


1694G04ez43 214129 


F 


M00055843BD10 


UC2-NormColon 


635 


'549624 


1694 P04 ez43 214138 

Iw/Til V~tKtJ~«' X»X^*.JVJ 


F 


M00055854C 4 C07 


UC2-NormColon 


636 


645149 

UH*J i"7 


1694A05ez43 214139 


F 


M00055836A*B12 


UC2-NormColon 


637 


OKI 


16Q4F0S&743 714144 




M00055842BA04 


UC2-NormColon 


638 


647448 

OH f HHO 


1 694 T05 0743 9 1 4 1 47 


p 


M00055845C-A1 1 


nC2-NormColon 


630 


57003Q 


1604P05o743 714154 

1 V7H . .T U.J .£5ZH»>__Z 1 H U H 




M00055854r-E03 


UC2-NormColon 


64n 


547841 

JH /OH I 


1 604 T 06 &743 7 1 41 66 


F 

* 


M00055849CG07 


lJr2-NormColon 


64 1 

OH1 


466765 


1 604 M06 0743 7 1 4 1 67 

1 U7H.xVl\JU.>£Z , T«} .£» X *T 1 VJ / 


F 

j. 


TVJ0005585 1 AC03 


UC2-NonnColon 


647 
OHZ 


64Q847 
OH70HZ 


1 604 M07 o743 714183 

1 U7H.xYlU / .gZHJ ZIHIOj 


F 


M00055851 A-C09 


I jr2-NormColon 


A4Q 
OH D 


4£S777 
HOoZZZ 


1604 T08 0*43 714105 
1 OyH.ll/O.gZH IH 1 7«j 


F 


M00055845rri9 


I ir9-Nnrm Colon 


&AA 


45no40 

HJU7H7 


1 6Q4 1 08 t?743 7141 OR 
x07H.JL/U0.gZH0_Z 1H170 


F 


M00055840H-R04 




64^ 


603388 


1604O08o743 714701 


F 


M00055853C-C19 


UC2-NormColon 


£4£ 

oho 


4S5937 


1604 POO 0^43 714707 

107H.Erv/7.gZHj_ZlHZU / 


p 
r 


A400055841RF00 


T Tr2-NoTmrolon 


04/ 


£/MA63 


1604 POO <tt43 714908 
1 oth .r vy .gZH 3_z 1 hzuo 


F 


M0005 5 849R 'D04 
lvivy \j \j j J ohzxj .xv v/t 




Oho 


OJtOHI 


1 6Q4 "M0Q cf743 7 1 47 1 6 
i07H.xNU7.gZH->__Z IHZIO 


F 
r 


M00055859A*ri9 

1V1U U V J J O J Z/V. 1 z 


T IC9-Normrolon 


o4y 


471 3 £4 
H / 13DH 


1 6Q4 POO ctt43 7 1 47 1 8 
1 OtH .r 1/7 .gZH J_Z 1 HZ 1 0 


F 


lU00055854r*FT1 1 

1V1V/VW^ JO .XXI 1 


T Tr9-Normrx>lon 

VJ Vs£> 1 i Vjl 111 v^VJXVJXX 


6^0 
ODU 


45 7735 
HjZ / jJ 


16Q4A10tr743 714710 

lvJ7H..rVJ \J.gZHj X,l*til7 


F 


M00055836C-D01 


UC2-NormColon 


DDI 


5fi354£ 


1 604 P 1 0 (**43 7 1 4773 

107H.X-/lVj.gZHj ZJ.HZZ.J 


F 
r 


M00055841B-H03 


T jr2-Normrolon 

VJ Vylr i ivJXX lt\_/ VJXVJXX 


A57 

vj z 


A4A470 
OHOHZU 


1 604 T 1 0 rry43 714777 

J 0"H.l i v.gZH^_Z 1 HZZ / 


F 


M00055845C-E02 


t JC2-NormColon 

VJ V/X- 1 t(\JX X1XV<>VJX\JXJ. 


6^3 


647577 
OH IJ 1 i 


16Q4O10ff743 714733 

107H.V/ AU.gZHO ZIH^jj 


F 


M00055853CH03 


UC2-NormColon 

VJ V/Xi X lVIUlWlVIU 


654 


504044 
JVJH7HH 


16041311 ctt43 714736 

lD7t.Dl 1 ,gZHO ZIHZ^VJ 


F 


M00055837DG10 


UC2-NormColon 


6S5 


577860 

jzzooy 


1604ni1cy743 714238 


F 


M00055840BB02 


UC2-NormColon 


656 


644548 


1604 P1 1 &743 714740 


F 


M00055849rAll 


UC2-NormColon 

V-/ V>^> i 1 Vi ill V/ViWU 


657 
03 / 


A4431 4 
OhHj IH 


16041411 »743 714747 
1 oyn .n 1 1 .gZH J_Z 1 HZHZ 


F 


M00055844DF12 


T Jr2-NormColon 

VJ X 1 VJX XllVvVJXVJXX 


ODo 


6504Q7 
03VJH5/Z 


1604 011 0743 714740 

lOyH.W 1 l.gZHJ ZJLHZHy 


F 


M00055853DA07 


UC2-NormColon 


650 

o^y 


643800 


1 6Q4 R1 7 a?43 9 1 4959 

1 07H .D 1 Z ,gZH J Z 1 HZ JZ 


F 


M00055838AA03 


UC2-NormColon 


660 
OOU 


£43843 
OH j oH O 


1604F19crr43 914955 

lU7H.ClZ.gZH J Z XHZJ J 


F 


M00055841CA03 


UC2-NormGolon 


001 


44R450 
HH0H3U 


1 604 R1 3 ot43 9 1 4968 

107H.D1 J.gZHJ Z J.HZOO 


F 


M00055838AB02 


UC2-NomiColoix 

W V^4a< X ^ \JX 1UVWWM 


660 
ooz 


0H3OUH 


1 604 r 1 3 a743 9 1 4960 

lU7t.V/l«-J.gZ»tV Ail^U7 




M00055839B-A10 


UC2-NormColon 


663 
003 


46051 1 
H07-> 1 J. 


1 604 T 1 3 cr-743 9 1 497R 

lOyH.JjU.gZHJ Z1HZ/ O 


F 


M00055840D-H09 

IVJLV/VuJJ Ol 7XV .X 1U7 


UC2-NormColon 


664 
OOH 


6431 30 
OHOl jVJ 


1604O13&743 914781 

107H,VrU.gZHJ ZXHZOl 


F 


M00055853DB04 


UC2-NormColoii 


665 


640171 


1694.J14.gz43_214292 


F 


M00055846D:G11 


UC2-NormColon 


666 


647522 


1694.M14.gz43_214295 


F 


M00055851A:H10 


UC2-NonnColon 


667 


642293 


1694.N14.gz43_214296 


F 


M00055852B.G09 


UC2-NormColon 


66S 


404816 


1694.P14.gz43_214298 


F 


M00055855A:B11 


UC2-NormCo!on 


669 


447597 


1694.A15.gz43_214299 


F 


M00055837A.B08 


UC2-NonnColon 


670 


467901 


1694.B15.gz43 w 214300 


F 


M00055838B:D06 


UC2-NormColon 


671 


648039 


1694.C15.gz43 214301 


F 


M00055839B:C07 


UC2-NormColon 


672 


607430 


1694.E15.gz43_214303 


F 


M00055841CD05 


UC2-NormColon 
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BNSDOCID: <W0 0214500A2_L> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 

«j LMJ Ivf ii\ A 


£77 

OlD 




1 £QA "PI <. o?A7 71A70A 


r 


Twf Aftfi^ < a A7 TV Pfi7 


uuz-iNonriL/Oioii 


£7A 
0/4 


4791 1Q 

4 /Zl 




r 


Ayrn fin 5^ 8 a 7 rv w n i 

JV1U UK) j J 5 4 3 JJ ,riu 1 


u cz-jn ormcoion 




Oo J / 


1 £QA TCI ^ ay&1 7 1 d70.Q 

I V>7*T.rvl J.gZtJ llfjU? 


p 
r 




u \-/Z-iN orm v-oiOii 


£7£ 
o to 


£<.A717 


1 £QA n 1 ^ rr-7A7 7 1 d7 1 7 
1 4 , \J 1 •> .gZ4 3_Z 1 4 j 1 J 


r 


\/fAfiA^^S^7ri'Pfi7 


UL/Z-IN ormcoion 


£77 

Oil 


£AA7 i n 

Oh 4 Z 1 U 


1 £0/1 A 1 £ rr«»A7 7 1 A 7 1 ' 
1 0y4.A 1 0.gZ4J_Z 14.5 1 J 


r 


MUUUj jo J /A.lJvy 


u L/Z-in onnuoion 


£79* 

O/o 


4OO0-* / 


1 £QA T-JI £ rr*A7 71A777 
I Oy 4 .17 1 D ,gZ4 J_Z 1 43ZZ 


T7 

r 


\A A A ^ ft A AT% • WAO 


TIP') TSIr*Ywr*#\1«« 

u\-/Z-rs onnvx)ion 


£70 

o/y 


££A77£ 


1 £0/1 Tl £ rr^A^ 71A777 


r • 


MUUUj5o45L/.vyl 1 


u cz-jNormuoion 


OoU 


^£777Q 
DOZZZy 


1 £QA TV/1 1 £ rrTA7 7 1 A777 
1 Dy4.M 1 0.gZ4j_Z 1 4jZ / 


r 


TV /I A AA < * 1 "D »Tl A 0 

MUUU5 jo 5 lo.uuy 


11^7 \T««vir/xlAm 

U UZ-IN ormtx)lon 


/TO 1 


AO ££Q 
4oZOj9 


1 AO/l T)l£ />t/17 71A07A 

loy4.rlo.gZ43_Z 14330 


"C 

r 


MUUU55o55A:CjU5 


UCZ-lNormuolon 


AQO 
OoZ 


A/1 /I /1G/1 

0444y4 


1 AO/1 Dll rr~rA7 71/1177 

1694.151 /.gZ4:J_Z1435Z 


t: 
r 


TV ft A A A C ^ Q 7 QT3 -IJ A A 

MUU055 o 3 oJd .rlU4 


U UZ-IN ormuolon 


AC2 
Oo3 


Z4/3U 


1AO/1 ni 7 /»•»/( 7 71/177/1 

loy4.1Jl /.gZ4.5_Z 143.34 


r 


MUUU5554UCJJU6 


TTP7 \T L ,,L,r. 


AO/1 

Oo4 


£007£0 

5yy /jy 


1 AO/1 T7 1 7 ftw/JO 71A07£ 

loy4.fc,l /.gZ4i_Z 14335 


r 


Tl/!AAA**C/1 1 A.TM 1 

MUUU55o4lU!Ul 1 


T TOO VTj .rmrj^jLn 

U CZ-N ormDolon 


/Of 

685 


15001 


1 AAA 1 m 71>107A 

lo94.rl /.gz43_Z14336 


T7 

r 


*K K A A A £ £ O vl O T\ . T\ A7 

M00055 842D: 1J07 


T TOO VTj , r .iA O-i-lI -i n 


686 


558981 


1 694.K 17.gz43_2 1434 1 


u 
r 


H AA A A£ £ O A OZ^*/~* A*T 

M00055848C:(j07 


T TOO "vt i 

UC2-NonnColon 


687 


592122 


1 £.CIA All ^^,y1 0 OI/IO/l^ 

1 694 .U 1 7 .gz43_2 1 4345 


"D 

r 


X^AAA££0£/1 A.DAT 

M00055854A.1307 


t TOO ~K1 L . . L lO_ .I. 


688 


/I O AO yf A 

489249 


1 £:C\A A 1 O A *5 O 1 /I O /IT 

1 694. A 1 8 .gz43_2 1 4347 


F 


XAAAA££OOT A ."CAO 

M0005 5 8 3 7A:F02 


¥ TOO T - O * — 

UC2-NormColon 


/OA 

689 


447002 


1£:C\A ni O . A'i 01>JO>10 

1 694 .B 1 8 .gz43 2 14348 


F 


TV >TAAA££ OO O A AO 

M00055838C.A08 


TTOO A.T /"^ _1 . 


/ aa 

690 


558890 


1 694.C 1 8.gz43 _2 1 4349 


F 


X AAAA££OOAT>.T?AO 

JV100055839B:E07 


T TOO "XT , «-.... O r, 1 ., — 


691 


£. A A C AO 

644548 


1694.D18.gz43_214350 


F 


A AAA AC £ O /I A/~*,T JTAZT 

M00055840C .H06 


T TOO "VT - - 1 


/r a^> 

692 


£. A OOOC 

643825 


1 rr\A /<10 01j*oCO 

1 694.G1 8. gz43 214353 


F 


X AA AA£ CO A A A .T\AO 

M00055 844A:D03 


TTOO *v T | 


AAO 

693 


C A COO A 

645289 


1 rTA/1 A 1 A * AO O 1 ylOiCO 

1 694 .A 1 9 .gz43_2 14363 


F 


\/IAAACCQ7'7 A »lUAO 

M00055837A:HU8 


t TOO \T A « M .A K t M % 


694 


643948 


1 £L A A "O 1 A /I *3 0 1 >f o£/l 

16y4.b iy ,gz43_Z 14364 


r 


A AAAA££OO0/^.DAO 

MOOU55838C.13U8 


TTOO VT- -. . l lOj l1- -n 


695 


53 /5o6 


1 £LCSA f~* ID «*«>17 71/IO£^ 

1 694 . C 1 9 ,gz43_Z 1 43 65 


r 


A li A A A £ £ 0 1 CST> . "LTAA 

M00U5583yi5:JrlUy 


T TOO TlT.li hlOj J- .n 

u L/Z-in ormuoion 


/a/ 
696 


/I AO££T 

462557 


16y4.r iy.gz43_Z 14368 


17 


A A A A A £ £ 0 /IT T\ .17 AT 

MU0055 o4ZJDlr 0 / 


T TOO \L- ullP^I -m 


697 


A/IT£TT 

64 / 5 / / 


1 6y4 .o i y .gz43__z 1 4 3 oy 


17 

r 


A/TAAA££0/1 /l A .FIAT 

MU0U55844A.UU / 


u uz-rs ormcoion 


/AO 

698 


//C3 AAA 

643999 


1 6y 4 .ri 1 y .gz43_Z 1 43 / U 


17 

r 


A4AAA££Q/t £ A .r i A7 

M0UU5 5 845 A: \Jo5 


T TOO XT. .i .ulO. ul. un 


/AA 

699 


/£ 1 1 Q 1 

651 131 


1 AO/1 T1Q /v^/fU Ol/t'377 

1 694. J 1 y .gz43_Z 143 /Z 


17 


A/fAAn££Q/tTT>./7.t O 

MUUU55o4 /Jt>:iJlZ 


T TOO XT^*-^»-.0^1^rt 

ucz -iNormcoion 


7AA 


AO£O0'2 

4Z5yZi 


1694 .Miy.gZ43_Z 143 /5 


r 


A>fAAA££0£ 1 A 


TT07 


7A1 
/Ul 


/OAT 1A 

6395 10 


1 AO/1 A1Q _._yfO niAOTJ 

16y4.Uiy.gZ43__Z143 / / 


17 

r 


A>ffiAA££0£/! A .FIA1 

JVlU0U55o54A;LIUl 


TTOO XLt.i .^^r^.n.ljT.n 

u cz-i> ormuoion 


7A7 
/UZ 


A/17077 

o43y / / 


1 AO/1 TY>n r»«/t7 71/4797 
loyn .L/ZU.gZ4J_Zl*t3oZ 


17 

r 


A/TOnA£ £ Q 4 ATI ."D A7 




7A7 
/U3 


1 /I AA/tC 

14U04o 


1 AO/1 "C70 o^/17 71/17C7 
1 oy 4 . JdZU .gZ45_Z 1 43 o 5 


r 


A/fAAA££2/1 l^.UAA 
MUUU5 5 o4 1 . HU4 


T TOO XT/n«*tv* 0/>1 


/U4 


A/iohaq 
04yuoo 


1£0AO7nrt»*A7 71A7fi^ 
10y4 . OZU .gZ43_Z 143 53 


r 


A/f AAA^^QA/l A «P1 1 
MUUU3jo44A.r 1 1 


u cz-jn ormv^oion 


7A£ 
/U5 


A/M TOO. 

044 /Uo 


1 AO/1 XT7A o~/17 71/1707 

1 6y4.INZU.gz43_Z 1439Z 


p 


A/fAAA££0£7Tl.'D1 1 

MUUU55o5ZU:l5l 1 


T TOO XT/->™«rVI^*i 


7AA 
/UO 


A/IOQAQ 


1/A/i "no A ^-/ll 01/170/1 

16y4.rZU.gz43_Z143y4 


r 


AAAAA££0££Ii.'D1 1 


TTOO XT. .nvv O rvl rxr> 

Uuz-isonnuoion 


7A7 
/u/ 


OjUjZo 


1 AO/1 T77 1 r+**A1 71/1700 

ioy4.E.zi.gz4J_zi43yy 


p 
r 


mUUU3jo411J.Cll 


u cz-jn onrw^oion 


708 


644569 


1 694 H2 1 C743 7 1 4402 


F 

A 


M00055845A-H10 


T JC2-Nonn Colon 


709 


646459 


1694.J21.gz43_214404 


F 


M00055847C-.A11 


UC2-NonnColon 


710 


608873 


1694.L21.gz43_214406 


F 


M00055850C:D01 


UC2-NormColon 


711 


649611 


1694.N21.gz43J214408 


F 


M00055852D:G12 


UC2-NormColon 


712 


465576 


1694.P21.gz43_214410 


F 


M00055855B:D12 


UC2-NormColon 


713 


467521 


1694.C22.gz43_214413 


F 


M00055839C:B11 


UC2-NonnColoii 


714 


646810 


4 1694J22.gz43_214420 


F 


M00C55847C:C01 


UC2-NonnColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


715 


i 647318 


1694.L22.gz43_214422 


F 


M00055850C:G05 


UC2-NoimColon 


716 


638854 


1694.022.gz43_214425 


F 


M00055854A:E04 


UC2-NonnColoh 


717 


644987 


1694.A23.gz43_214427 


F 


M00055837B-.E07 


UC2-NormColon 


718 


645948 


1694.C23.gz43_214429 


F 


M00055839C:D06 


UC2-NormColon 


719 


419751 


1694.123.gz43_214435 


F 


M00055846B:B12 


UC2-NormColon 


720 


643594 


1694.M23.gz43_214439 


F 


M00055851C:F12 


UC2-NonnColon 


721 


603388 


1694.P23.gz43_2 14442 


F 


M00055855C-.F11 


UC2-NonnColon 


722 


644075 


1694.G24.gz43_214449 


F 


M00055844B:C12 


UC2-NormColon 


723 


542282 


1694.124.gz43_214451 


F 


M00055846B:C12 


UC2-NormColon 


724 


452976 


1694.J24.gz43_214452 


F 


M00055847C:H09 


UC2-NoimColon 


725 


472801 


1694.M24.gz43_214455 


F 


M00055851C:H05 


UC2-NonnColon 


726 


646633 


1695 .P03.gz43_2 14910 


F 


M00055875B:E09 


UC2-NormColon 


727 


509027 


1695.A04.gz43_214911 


F 


M00055855D:D12 


UC2-NonnColon 


728 


596882 


1695.D05.gz43_2 14930 


F 


M00055860D:E04 


UC2-NormColon 


729 


644442 


1695.A07.gz43_214959 


F 


M00055855D:G08 


UC2-NormColon 


730 


644047 


1695.F07.gz43_214964 


F 


M00055863D-.D09 


UC2-NormColon 


731 


397399 


1695.H07.gz43_214966 


F 


M00055866A:GlO 


UC2-NonnColoii 


732 


564854 


1695 A08.gz43__2 14975 


F 


M00055856A:C06 


UC2-NormColon 


733 


646372 


1695.B08.gz43_214976 


F 


M00055857C:D09 


UC2-NonnColon 


734 


645848 


1695.D08.gz43_214978 


F 


M00055861B:F04 


UC2-NormColon 


735 


447035 


1695.M08.gz43_214987 


F 


M00055872D:D12 


UC2-NonnColon 


736 


644149 


1695A09.gz43_214991 


F 


M00055856A:D12 


UC2-NonnColon 


737 


640147 


1695.E09.gz43_214995 


F 


M00055862D:B02 


UC2-NormColon 


738 


524261 


1695.K09.gz43_2 15001 


F 


M00055871A:H06 


UC2-NormColon 


739 


449500 


1695Ell.gz43_215027 


F 


M00055862D:D06 


UC2-NormColon 


740 


648819 


1695.Kll.gz43_215033 


F 


M00055871B:B03 


UC2-NormCoIon 


741 


644755 


1695.Lll.gz43_215034 


F 


M00055872A.C08 


UC2-NormColon 


742 


516512 


1695.Pll.gz43_215038 


F 


M00055875OC07 


UC2-NormColon 


743 


380550 


1695.L12.gz43_215050 


F 


M00055872A:D08 


UC2-NonnColon 


744 


645538 


1695.D13.gz43_215058 


F 


M00055861C:GO3 


UC2-NormColon 


745 


644047 


1695.F13.gz43_215060 


F 


M00055864A:C09 


UC2-NonnColon 


746 


650773 


1695.F14.gz43_215076 


F 


M00055864A:E11 


UC2-NoimColon 


747 


449936 


1695J14.gz43_215080 


F 


M00055869C:G06 


UC2-NormColon 


748 


554646 


1695.O14.gz43_215085 


F 


M00055875A:G05 


UC2-NoimColon 


749 


640534 


1695.L15.gz43_215098 


F 


M00055872A:E11 


UC2-NormColon 


750 


642411 


1695.J16.gz43_215112 


F 


M00055869D:A07 


UC2-NoimColon 


751 


643451 


1695.M16.gz43_215115 


F 


M00055873A:E03' 


UC2-NonnColon 


752 


644435 


1695 .H17.gz43_215 126 


F 


M00055866C.G09 


UC2-NormColon 


753 


561877 ! 


1695.F18.gz43_215140 


F 


M00055864B:C09 


UC2-NonnColon 


754 


645497 


1695.N18.gz43_215148 


F 


M00055874A:F06 


UC2-NonnCoIon 


755 


644030 


1695.E20.gz43_215171 


F 


M00055863B:C07 


UC2-NonnColon 


756 


140224 


1695.D21.gz43_215186 


F 


M00055862A:C01 


UC2-NonnColon 
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ED NO 


PT T TQTThP 


ot2X£ iNAlVLD 


UJKJJDlN 
T 


LLUINJb ID 


LIBRARY 


757 


643099 


1 695 .K2 1 .gz43_2 1 5 1 93 


F 


M00055871C:C07 


UC2-NormColon 


758 


643333 


1695.P22.gz43_215214 


F 


M00055875D:D01 


UC2-NormColon 


759 


649660 


1 695 .G23 .gz43_2 1 522 1 


F 


M00055865C:G11 


UC2-NormColon 


760 


645288 


1695.H23.gz43_215222 


F 


M00055S67A:B02 


UC2-NormColon 


761 


650517 


1695.G24.gz43_215237 


F 


M00055865C:H06 


UC2-NormColon 


762 


552201 


1696J01.gz43_215256 


F 


M00055885C:B07 


UC2-NonnColon 


763 


643513 


1696JP02.gz43__215278 


F 


M0005589IBJF09 


UC2-NormColon 


764 


447807 


1696.D04.gz43_215298 


F 


M00055880B:A06 


UC2-NonnColon 


765 


639256 


1696.M04.gz43_215307 


F 


M00055888C:F07 


UC2-NormColon 


766 


179760 


1696.G05.gz43__215317 


F 


M00055883A:C02 


UC2-NormColon 


767 


459274 


1696.G06.gz43J215333 


F 


M00055883A:C10 


UC2~NonnColon 


768 


345761 


1696I06.gz43_215335 


F 


M00055884D:F07 


UC2-NoraiColon 


769 


640356 


1696.M06.gz43_215339 


F 


M00055888C:G09 


UC2-NormColon 


770 


645638 


1696.A07.gz43_215343 


F 


M00055877A:H04 


UC2-NormColon 


771 


464171 


1696.Nll.gz43_215420 


F 


M00055890A:A06 


UC2-NoimColon 


772 


446225 


1696.E13.gz43_215443 


F 


M00055881A:G07 


UC2-NormColon 


773 


450559 


1696.F14.gz43_215460 


F 


M00055882C:A06 


UC2-NormColon 


774 


643248 


1696.L14.gz43_215466 


F 


M00055887D:C11 


UC2-NormColon 


775 


549114 


1696,N14.gz43_215468 


F 


M00055890A:D01 


UC2-NormColon 


776 


645215 


1696.D15.gz43_215474 


F 


M00055880C:F07 


UC2-NormColon 


777 


555172 


1696.115.gz43_215479 


F 


M00055885B:A11 


UC2-NoimColon 


778 


593715 


1696.B16.gz43_215488 


F 


M00055878C:C02 


UC2-NormColon 


779 


586992 


1696J16.gz43_215495 


F 


M00055885B:B04 


UC2~NormColon 


780 


451670 


1696.H17.gz43_215510 


F 


M00055884B:F10 


UC2-NormColon 


781 


552628 


1696.H18.gz43_215526 


F 


M00055884B:H07 


UC2-NonnColon 


782 


643233 


1696.A21.gz43_215567 


F 


M00055877D:C05 


UC2-NonnColon 


783 


640400 


1696.F2Lgz43__215572 


F 


M00055882D:B02 


UC2-NormColon 


784 


644468 


1696.G21.gz43_215573 


F 


M00055883D:B06 


UC2-NormCoion 


785 


643046 


1696.H21.gz43_215574 


F 


M00055884C:B07 


UC2-NormColon 


786 


649068 


1696.N21.gz43_215580 


F ! 


M00055890A:G12 


UC2-NonnColon 


787 


648063 


1696.E22.gz43_215587 


F 


M00055881D:A02 


UC2-NormColon 


788 


570248 


1696.M23.gz43_2 15611 


F 


M00055889B:E12 


UC2-NormColon 


789 


643724 


1696.N23.gz43_215612 


F 


M00055890A:H11 


UC2-NonnColon 


790 


649027 


1696.P23.gz43_215614 


F 


M000558.92A:F04 


UC2-NormColon 


791 


643366 


1 696.P24.gz43_2 15630 


F 


M0005 5 8 92B :D02 


UC2-NormCoIon 


792 


526575 


1705.E01.gz43_215635 


F 


M00055900D:D03 


UC2«NormColon 


793 


449737 


1705.O02.gz43_215661 


F 


M00055914A:A03 


UC2-NonnColon 


794 


394373 


1705.B03.gz43_215664 


F 


M00055894B:E09 


UC2-NormColon 


795 


557361 


1705.C03.gz43_215665 


F 


M00055896D:G10 


UC2-NonnColon 


796 


644364 


1705.K04.gz43_215689 


F 


M00055908D:F09 


UC2-NormColon 


797 


644242 


1705.M05.gz43_215707 


F 


M00055911B:E06 


UC2-NoimColon 


798 


644407 


1705.N05.gz43_215708 


F 


M00055912D:F04 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORJEN 
T 


CLONE ID 


LIBRARY 


799 


643513 


1705.F06.gz43_215716 


F 


M00055902A:H11 


UC2-NortnColon 


800 


639194 


1705.H06.gz43_215718 


F 


M00055905B:H01 


UC2-NormColon 


801 


454720 


1705.106.gz43_215719 


F 


M00055906D:GO3 


UC2-NormColon 

V^ %^X-# X ^ vlAiiVvlvU 


802 


643300 


1705.O09.gz43_215773 


F 


M00055914C:D12 


UC2-NormColon 


803 


647522 


1705.E10.gz43__215779 


F 


M00055901B:A02 


UC2-NormColon 


804 


648576 


1 705 .Bll.gz43_2 15792 


F 


M00055896A:G01 


UC2-NonnColon 


805 


485237 


1705.Cll.gz43_215793 


F 


M00055898BE07 




806 


644108 


1705.01 l.gz43_215805 


F 


M00055914CGO1 


T IP2-Nr»rniPn1nii 


807 


643914 


1705.G12.gz43_215813 


F 


M00055904BB01 


I Jr2-Normf!o1nn 


808 


641645 


1705.O12.gz43J215821 


F 


M00055914CG11 


UC2-NormColon 


809 


605596 


1705.H13.gz43__215830 


F 


M00055905D:B06 


UC2-NorrnColon 


810 


564134 


1705.O13.gz43_215837 


F 


M00055914DA08 


UC2-NormColon 


811 


643948 


1705.B 14.gz43_2 15840 


F 


M00055896B-C06 


UC2-Nonnf % rilon 


812 


557947 


1 705 .F 1 4 .gz43_2 1 5 844 


F 


M00055902D-A07 


I jr2-NormColnn 


813 


15001 


1705.G15.gz43J215861 


F 


M00055904CA07 




814 


649170 


1705 P15 ez43 215870 


F 


M00055916BC02 


T IP? -Norm Pnlnti 


815 


644390 


1705D16ez43 215874 


F 


M00055900AF08 


T ir2-Nnrm Polnn 


816 


643089 


1705 K16ez43 215881 


F 


M00055909BG10 




817 


553587 


1705 016 ez43 215885 


F 


M00055914DG06 


T IP 7 -Nnrm Pnl nn 


818 


550242 


1705.H17.gz43 215894 


p. 


M00055905DH02 


lIP2-NnrmPn1fin 


819 


639413 


1705.O17.gz43 215901 


F 


M00055915AA06 


I IP2-NormPnlnn 

U\/Xi X 'I VJlIllV-AJlWXl 


820 


645844 


1705.C18.gz43 215905 


F 


M00055899AB03 


I IP2-NormPnlon 


821 


641087 


1705.E18.gz43 215907 


F 


M00055901C:C10 


UP2-NormPolon 

V/ V^> X 1 Vi Xl Ivwlvll 


822 


482163 


1705.F18.gz43_215908 


F 


M00055902D:H10 


UC2-NormColon 


823 


643808 


1705.G18.gz43 215909 


F 


M00055904D:A06 


UC2-NormColon 


824 


468147 


1705.L19.gz43_215930 


F 


M00055910C:G01 


UC2-NormCoIon 

\*sA* X ^ V/l XIX V^X/XV/XX 


825 


446728 


1705.D20.gz43 215938 


F 


M00055900B:E12 


UC2-NormColon 


826 


447326 


1 705 .K20.gz43_2 15945 


F 


M00055909C:E08 


UC2-NormColon 


827 


685001 


1705.L20.gz43_215946 


F 


M00055910C:G04 


UC2-NormColon 

W*( X T Villi VWiVli 


828 


645781 


1705.K21.gz43_215961 


F 


M00055909CG09 


UC2-NormColon 


829 


643825 


1705.L21.gz43__215962 


F 


M00055910D:A03 


UC2-NormC6lon 


830 


374340 


1 705 . A22 .gz43_2 1 5967 


F 


M00055894A:H08 


UC2-NoimColoii 

V/ V*> 1 IS/1111 wVlvll 


831 


640756 


1705.M22.gz43_215979 


F 


M00055912C:C08 


UC2-NormColon 

vXi 1 t villi W1VU 


832 


400741 


1705.B23.gz43 215984 


F 


M00055896C:H10 


UC2-NormColon 


833 


644063 


1705.F24.gz43_216004 


F 


M00055903B:C10 


UC2-NormColon 


834 


644354 


1705.G24.gz43_216005 


F 


M00055905A-.F11 


UC2-NormColon 


835 


89082 


1705.K24.gz43_216009 


F 


M00055909D:E01 


UC2-NormColon 


836 


643991 


1705.O24.gz43_216013 


F 


M00055915C:B09 


UC2-NormColon 


837 


459881 


1706.B01.gz43_216028 


F 


M00055918B:B10 


UC2-NormColon 


838 


644554 


1706.C01.gz43_216029 


F 


M00055919D:H07 


UC2-NormColon 


839 


557175 


1706.B03.gz43_216060 


F 


M00055918B:F10 


UC2-NonnColon 


840 


641484 


1706.F03.gz43_216064 


F 


M00055924C:A09 


UC2-NonnColon 
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T TOTTED 




T 


ClAJlNl} ID 


T T"D"D A DV 


841 


651131 


1 706.B05 .gz43_2 1 6092 


F 


M00055918C:C04 


UC2-NonnColon 


842 


644629 


1 706 J05 .gz43_2 16100 


F 


M00055930A:G04 


UC2-NormColon 


843 


419009 


1706.E06.gz43_216111 


F 


M00055922D:G10 


UC2-NormColon 


844 


446795 


1706.M06.gz43J216119 


F 


M00055934C:E06 


UC2-NormColon 


845 


638808 


1706.L07.gz43_216134 


F 


M00055933A:E05 


UC2-NormColon 


846 


646596 


1706.N07.gz43_216136 


F 


M00055936C:B05 


UC2-NormColon 


847 


639901 


1706.P07.gz43_216138 


F 


M00055939BA11 


UC2-NormColon 


848 


648379 


1706.N08.gz43_216152 


F 


M00055936C:D03 


UC2-NonnColon 


849 


650938 


1706J09.gz43_216164 


F 


M00055930C:D03 


UC2-NormColon 


850 


643170 


1706.E10.gz43_216175 


F 


M00055923B:C07 


UC2-NoimColon 


851 


643239 


1706.H10.gz43_216178 


F 


M00055927D:E11 


UC2-NonnColon 


852 


639596 


1706J10.gz43_216180 


F 


M00055930C:F06 


UC2-NonnColon 


853 


605114 


1706.L10.gz43_216182 


F 


M00055933B:B11 


UC2-NonnColoii 


854 


456920 


1706.Nll.gz43_216200 


F 


M00055936D:F03 


UC2-NormCoIon 


855 


647952 


1706.B12.gz43_216204 


F 


M00055919A.A06 


UC2-NormColon 


856 


650470 


1706.M12.gz43_216215 


F 


M00055934D:H09 


UC2-NormColon 


857 


465576 


1706.D13.gz43_216222 


F 


M00055922A:F05 


UC2-NonnColon 


858 


455413 


1706.P13.gz43 2 16234 


F 


M00055939D.D07 


UC2-NoxmColon 


859 


639038 


1706.H15.gz43_2 16258 


F 


M00055928A:C06 


UC2-NormColon 


860 


556925 


1706J15.gz43_216260 


F 


M00055930C:H05 


UC2-NormColon 


861 


644301 


1706.A16.gz43_216267 


F 


M00055917D;E07 


UC2-NormColon 


862 


447520 


1706J16.gz43_216276 


F 


M00055930D:B05 


UC2-NormColon 


863 


447426 


1706.D17.gz43J216286 


F 


M00055922B:A06 


UC2-NonnColon 


864 


610893 


1706.H17.gz43__216290 


F 


M00055928A:E11 


UC2-NormColon 


865 


613626 


1706J17.gz43_216292 


F 


M00055930D.B09 


UC2-NormColon 


866 


645092 


1706.N17.gz43 J 16296 


F 


M00055937A:F07 


UC2-NormColon 


867 


649873 


1706.P19,gz43_216330 


F 


M00055940B:A08 


UC2«NormColon 


868 


645028 


1706.A20.gz43_216331 


F 


M00055918A:F10 


UC2-NonnColon 


869 


639154 


1706.F20.gz43_216336 


F 


M00055925B:D09 


UC2-NormColon 


870 


649085 


1706JD2Lgz43_216350 


F 


M00055922B:G09 


UC2-NormColon 


871 


643332 


1706.F21.gz43JH6352 


F 


M00055925B:D10 


UC2-NormColon 


872 


643383 


1706.H21.gz43_2 16354 


F 


M00055928B:Ell 


UC2-NoimColon 


873 


204 


1706J21.gz43_216356 


F 


M00055930D:F05 


UC2-NormColon 


874 


641716 


1706.N21.gz43_2 16360 


F 


M00055937C.C08 


UC2-NormColon 


875 


643627 


1706.E22.gz43_21o367 


F 




u ^z-iNorm\-/Oion 


876 


640672 


1706.M23.gz43_216391 


F 


M00055935C:E03 


UC2-NontiColon 


877 


550237 


1707J02.gz43_216453 


F 


M00055956D:B01 


UC2-NormColon 


878 


646317 


1707.B04.gz43J 16477 


F 


M00055942B.H10 


UC2-NonnColon 


879 


643968 


1707.K05.gz43_2 16502 


F 


M00055958C:E03 


UC2-NonnColon 


880 


649549 


1707.F06.gz43_216513 


F 


M00055949D:B07 


UC2-NormColon 


881 


513619 


1707.O07.gz43_216538 


F 


M00055967A:F11 


UC2-NonnColon 


882 


460245 


1707I08.gz43_216548 


F 


M00055955B:C06 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEONAME 


ORIEN 
T 


CLONE TD 


LIBRARY 


OOQ 


o4oUol 


nA<7 AAo ~„A1 oirrr /I 

17U7.UU8.gz4J_2 16554 


r 


MUUU55yo /A:uUl 


UL2-N ormL/Olon 


QOA 

884 


tHA 

645273 


1707.U09.gz43_2 16570 


r 


AyTAAACCA/CA'D.'D 1 A 

M00055967B:B 12 


UL2-lNormColon 


885 


C A A C A £. 

524546 


1 1AT A 1 A A *_> <"» 1 £.gZt\A 

1 707 .A 1 2 .gz43_2 1 6604 


T? 

r 


TV IfAAACC ft A in,AA/l 

M0005594 IB: A04 




886 


/• a o AO A 

648782 


T7A*7 T3 1 A Ol /C/CAC 

1 707.B 1 2.gz43_2 1 6605 


F 


T\yTAAA<C£Ay« ATfc. A A1 

M00055942D:A01 


V L2-NormLolon 


887 


645900 


nAi AIO „ An r \\£^tH^A 

1 707. 0 1 3 .gz43_2 1 6634 


r 


1\ /I A A A C G. A C At5 . 17 A A 

M00055967B:F07 


UC2-iNormColoii 


o o o 

888 


648555 


1 AAA T\1 A ^ >» "5 OI^^OA 

1707.D14.gz43_216639 


F 


TV Af\I\t\CCC\A C .T\Aft 

M00055945C:D09 


TTi^A XT /"^ _ 1 


889 


452316 


1 AAA T 1 /4 AO A1 C £ A C 

1707.J14.gz43_2 16645 


F 


AAAC Cftf ATi .171 1 

M00055957B:F1 1 


UCz-NormColon 


o aa 

890 


j/io ao 
461363 


1707.D17.gz43_2 16687 


r 


T\ K A A A £ C A A C T> . fv A 1 

MuU055y45D:D01 


U Lz-JNormColon 


Oft 1 

891 


644720 


1 AAA TV 1 O A O A 1 /CAAO 

1 7 07 .D 1 8 .gz43_2 1 6703 


r 


X jfAAA^CAyl ^A.TAO 


U uz-Normuolon 


892 


647312 


1 AAA T 1 O ^ vIO 1 £T1 1 

1707.L18.gz43_21671 1 


r 


X >TAAAC<AiC1 T^.t?A/^ 

M00055961D:r06 


UC2-XsormColon 


OAT 

893 


tZ A £. 1 ft A 

646190 


1 TAT \T1 O /I Ol^in 

1 707.N 1 8 .gz43_2 1 67 1 3 


r 


X 4 A A A < C CS/L CD ."LI A A 

MUUU55yo6B:rl09 


ormUoion 


894 


531529 


1 AAA T T 1 ft yl O 1 

1 707.H 1 9.gz43_2 1 6723 


F 


74 H A AAC C A C A ./"* A A 

M00055954C:Cj07 


lJL2-Nonn(Jolon 


895 


A AA £ Aft 

393599 


1 AAA T7AA AO 11^15^ 

1707.E20.gz43_2 1 6736 


F 


A X A A A < C A A H .TD A A 

M00055y47C:L09 


u C2-N ormColon 


896 


/* A C C AO 

645508 


1 AAA VTA A — yl O 1t^'J4£ 

1707.N20.gz43_216745 


F 


M00055966CD03 


L)L2-NormColon 


897 


A OA /Aft 

383609 


1 AAA A'M ~ /I O A 1 £*9f\A 

1 707 ,02 3 .gz432 1 6794 


F 


TV jTAAAC C A^TTV/^AC 

M00055967D:C05 


U L/2-lNormColon 


898 


447805 


1 AAA T\0 A jio ^ 1 A; AAA 

1707.B24.gz43_2 16797 


F 


X jf A A A £ £ ft A "J 13 .T7ft 1 

M00055943B:E01 


UC2-NormColon 


899 


694643 


1 ^t\n T\ r\ A AO O 1 AO 1 1 

1707 .P24 .gz43_2 16811 


F 


* IAAAC CftZTft A .T7AO 

M00055969A:F02 


T T/^ A XT*_A ^1 


900 


647924 


1 708.10 1 .gz43_2 16820 


F 


X XAAAt f ftO ATA -7AAA 

M00055980B:B07 


TTA1 VT . **i * 


901 


645920 


1 708 .PO 1 .gz43_2 1 6827 


F 


MAAACCHAA A .17AA 

M00055990A:F07 


TTP1 XT- At 1 

UC2-N ormColon 


902 


641484 


l708.M02.gz43_2l6840 


F 


TV JfAAAf £ AOiA.PAA 

M00055985D:E09 


TTP1 XT - 1 

UC2-NontiColon 


903 


640672 


1 708 . A04.gz43_2 16860 


F 


liTAAAf CA^An TJAf 

M00055969B:B05 


TT/^O "KT _1 . 

UC2-NonnColon 


904 


644226 


1 708 .K04 .gz43_2 16870 


F 


> /AAAf f AOA/^ TTA1 

M00055982C:H01 


UC2-NormColon 


905 


557852 


1 708. C06.gz43_2 16894 


F 


» /AAAf f A^A /"^ /1AA 

M00055972C:C09 


UC2-NormColon 


906 


558052 


1 708 .C07.gz43_2 1 69 1 0 


F 


l*AAAC£ATir< T'AA 

M00055972C:F02 


UC2-NonnColon 


907 


644354 


1708.108.gz43_216932 


F 


M00055980C:G12 


TT/^A ^T- . 

UC2-NormColon 


908 


645746 


1708.L08.gz43_2 16935 


F 


M00055984D:E04 


UC2-NormColon 


909 


647539 


l708.M09.gz43_2l6952 


F 


H fAAAf f AO/' A pAf 

M00055986A:F05 


UC2-NormColon 


910 


645288 


1 708 .L 1 0.gz43_2 1 6967 


F 


M00055985A:B06 


TT/^A vt At . t _ . 

UC2-NormCoIon 
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645289 


1 Ar\0 A 1 1 /* O 11 A/AAA 

1 708 .A 1 1 .gz43_2 1 6972 


F 


* ifAAArCA^An.'OAO 

M00055969D:B08 


UC2-NormCoion 
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642058 


i At « i m a i / Ann 

1 708 .Gil .gz43_2 16978 


F 


M00055978A:H03 


TT/^A *^t At _ i 


913 


642955 


1 AAO A 1 A ilO OI^AOO 

1708.A12.gz43_216988 


F 


% iAAAC Cft/T ATV.T7AO 

M00055969D:F08 


f TA-1 TtTjT.na-iP.rLlnn 
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640092 


1 AAO TT1 A — AO O 1 ^ftftC 

1708.Hl2.gz43_216995 


F 


TV/TftAft< CA1AD.PA1 

M00055979B:G07 


UCz-lSormcoion 


A 1 C 
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C C O A C A 

558452 


1 AAO n 1 A /! O 1 1 *JAA1 

1 708 .P 1 2 .gz43_2 1 7003 


F 


AAAAA<CAAAT\.tDA'l 

M00055990D:B02 


UCz-iNoniivJoioii 
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645427 


1 AAO T 1 A ^ >IO 11 Aftl C 

1 708 .L 1 3 .gz43_2 17015 


F 


Tl Jf AAAC< AOCD./^AA 

M00055985B:C02 


T TOO XT. - L .LLLO. Llj-t.il 
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UC2-NormColon 
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640179 


1708.N15.gz43_217049 


F 


M00055988A:A12 


UC2-NormColon 
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582549 


1708.P15.gz43_217051 


F 
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UC2-NormColon 
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1708.G16.gz43_217058 


F 
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UC2-NormColon 
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1708.J17.gz43_217077 


F 
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UC2-NormColon 
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647333 


1708.F19.gz43_217105 


F 


M00055977A:G09 


UC2-NormColon 
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647058 


1708,A21,gz43_217132 


F 


M00055970C;A05 


UC2-NoimColon 
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1708.F21.gz43_217137 


F 


M00055977B:F06 


UC2-NonnColon 
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639359 


1708.N21.gz43_217145 


F 


M00055988A:E05 


UC2-NormColon 


929 


647539 


1708.H23.gz43_217171 


F 


M00055980A:H06 


UC2-NormColon 
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647211 


1708.C24.gz43_217182 


F 


M00055973C:F10 


UC2-NonnColon 
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650018 


1708J24.gz43_217189 


F 


M00055982C:A12 


UC2-NormCoIon 
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645848 


1708.K24.gz43_217190 


F 


M00055984A:F05 


UC2-NormColon 
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646212 


1708.P24.gz43_217195 


F 


M00055991C:H11 


UC2-NormColon 
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406436 


1588.N01.gz43_217262 


F 


M00055553A:D08 


UC2-NormColon 


935 


553651 


1588.E02.gz43_217269 


F 


M00055542C:H05 
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466092 


1588.H02.gz43_217272 


F 


M00055546B:H03 


UC2-NormColon 
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1588.N02.gz43J217278 


F 
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UC2-NormColon 
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649390 


1588.A03,gz43_217281 
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448358 


1588.H04.gz43_217304 


F 


M00055546C:B01 


UC2-NormColon 
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650982 


1588J04.gz43_217305 


F 


M00055547C:B07 
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644012 


1588.O05.gz43__217327 


F 
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UC2-NormColon 
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1588JP06.gz43_217344 


F 


M00055556A:E07 


UC2-NormColon 
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551662 


1588.M07.gz43_217357 


F 


M00055551C:C08 


UC2-NormColon 
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1588.K08.gz43J217371 


F 
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1588J09.gz43_217386 


F 


M00055548B:GO6 
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1588.AlLgz43_217409 


F 
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F 


M00055550D:D02 


UC2-NormColon 
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1588.A15.gz43_217473 


F 
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1588.115.gz43_217481 


F 
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F 
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F 
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F 
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F 
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956 
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F 
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F 
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F 
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F 
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1729.B04.gz43_2 17682 


F 
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967 
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UCz-lNormuolon 
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r 
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MUUU3 oUy DxJ : AU7 
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6403^6 
O'fyjDO 


1770 TA8 n-»43 7177*4 
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HyTAAA££AQOTVnA7 

MUUU50U8yJJ:JbU7 
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070 

y /z 
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1770 T AS ctvA'X 71775A 
1 /Zy.IAJo.gZ43_Zl / /DO 


r 


"N/f AAA^iCAOOr 1 .!?! 7 

m UUU j OUyzC :b 1 z 


UL2-NormColon 


073 

y fj 


jOUUjH 


177QT711 citA'X 717707 

i /zy.tsi i .gz43_zi / /y / 


TT 

r 


AAAAA</CA07 A .171 7 

MUUUjOU8ZA:xS1z 


UL2«NormColon 
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177QV11 r>-,A1 717000 
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A/fAAA</CAO! P.PAiC 

jviuuuj0uyic:C0o 


UC2-Norm Colon 


07o* 

y fj 


04ooyo 


1770 A 17 n^AI 717ftAO 

i /zy.Aiz.gz43_zi /ouy 


r 


IV /I A A A ^ C A 7 7 P .U A7 


uL2-jNormColon 


■ Q7A 

y /o 
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044/13 


1770 T417 nvAl 717ftK 

i /zy.riiz.gZ4j_zi /oio 
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r 


A>TA0A^/CAQ7T5.^ 1 7 

MUUU50U8 /i5:(jlz 
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077 
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044 yoo 


mo\Tn M yii 717077 
1 /Zy.iN lz. gz43_zl /ozz 


r 


MU0056095C:E02 


UC2-NormColon 


Q7Q 

y /o 


045 U5U 


VIO a„/10 

1 7z9 Jvl 3 .gz43__Z 1 7835 


r 


M00056091C:D09 


UC2-NormColon 


Q7Q 

y /y 


(LA QC 1 /| 

04y514 


1 TIO \T1 /I aa/10 7 170</l 

1 /zyjN 14.gz43_zl /854 


r 


M0005o095C:G07 


TTA A XT. _t ' 

UC2-NormColon 


OO A 

yoU 


5 /Uyiy 


1729.bl5.gz43_2178ol 


! F 


M00056082B:G07 


T T/*"1 XT i 

UCz-NormColon 


981 


/C/1 7/107 

647437 


1700 T? 1 if .4 0 IITOTO 

1729.F16.gz43_217878 


F 


Tk Jf AAAC^AOO^.TM 1 

M00056083D:D11 


T T^^ XT 1 

UC2-NormColon 


yoz 


65U54/ 


1 77 O T 1 /C ~,~A1 *"> 1 700/1 

17zy.L16.gz43_z 17884 


F 


HjfAAAC/'nA'i A Til /> 

M00056093A:B12 


UC2-NonnColon 


y©3 


04yU54 


17zy,F16.gz43_z 17888 


F 


H JAAAf ^ AAOT1 /~lf\ A 

M00056098B:C04 


TTAH XT i 

UC2-NormColon 


yo4 


/C/f C A AO 

o454uy 


1729.K17.gz43_2 17899 


F 


X/AAAC^AAm 1 ^ 

M00056091D:C12 


UC2-NormColon 


nor 

y&5 


013 /ZZ ! 


I /zy.blo.gz43 Zl7y0o 


F 


X yf AA A C ^ ATA A .nAI 

M00056079A:B0 1 


TTA1 XT /** 1 

UC2-NormColon 


yoo 


418/03 


l/zy.L18.gz43_zl7yio 


F 


XifAAAC^ AA*5 A .FAO 

M00056093A:F08 


T T/*"^ XT ^ t 

UC2-NormColon 


OC7 

! y© / 


01yo35 


1 729.K20.gz43_2 1 7947 


F 


XJfAAAC^AAl T\-T?1 t\ 

M00056091D:E10 


f TOO XT /"» 1 

UC2-NoiniColon 


yoo 


045131 


1 /zy.LzU.gz43_Zl /y4o 


F 


H /lAAAC^AAO'D^AI 

M00056093B:D03 


UC2-NormColon 


y©y 


yl< 1 QAA 

45loyy 


I /zy.Mzz.gz43zl7yol 


r 


M00056095A:C02 


TTAO XT /~» _l 

UC2-NonnColon 


yyu 


C07/C/17 

5y /04/ 


1 7z9.rzz .gz43_z 1 7984 


F 


X/TAAAC^AAOr\. A AO 

M00056098D:A08 


T T/^O XT. O 1 

UC2-NonnColon 


yyi 


50UOOU 
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r 
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04U /Uy 
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MO 005 6009D : C 1 2 


T TOO XT O 1 

UC2-NormCoIon 


yy,$ 


44/oUZ 


nn **~ai oiovioi 
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r 


A /TAAAC^ AAOTi.AAC 

MUOu56008B:G05 


TTA1 XT .1 
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yy4 


&A 1 70£ 

041 /jo 


1717 r*r*A 1 O 1 Q A A1 

1/1 /.lU3.gz43_2 18441 


T7 
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■KAAAAr /:aA1 n.DA£ 

MUUU5oUUlD:bUo 


T T/~»0 \T . ^1.1- 

UC2-NonnColon 


QAC 

yyj 


4044yo 


1 / 1 / . J U3 .gz43_z 1 844z 


F 


XJfAAAi^AA^D.AI 1 

M00U56003B:G1 1 


TTAO XT. O.I 

UC2-NormColon 
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yyo 
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45Z/ /j 
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1 / 1 / .KU3 .gz43_z 1 8443 


T? 
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"K H A A AC C A f\A T\ .T7A*3 

M0005oU04D:F03 


UC2-NormColon 


OQ7 

yy / 
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- 1AA1 

1UU1 


/C/10071 

043y/ 1 


1717 TA< am/I^ 710/170 

1717.105 .gz43 JL 1 8473 
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UC2-NormColon 
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F 
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F 
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UC2-NoimColon 
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11U6 


4ooooy 


T71Q „,/JO OIOOQO 

1 /iy.d4.gz43_Ziy3oZ 


T7 

r 


X 4A A A < d AO AT* . t5 (\C 

MUUU56U36LI:JdU6 


U L2-1N ormCoion 


1 1 ao 
1107 


/I COOOA 

45/ /zy 


1 Ol O r* 1 < r***Al OIAOOQ 

1 7 iy.C15.gz43_2iy3yo 


■c 
r 


\/f AAAC AAO £T\.T\A 1 

MUUU56D3 6D.1/U 1 


TIPO xi«««r«i«« 

Uuz-JN ormUolon 


1 1 AQ 

1 luo 


481614 


lOIA nif r*rwA1 OIAOOQ 

i / iy.ui5.gz43_2iy3yy 


r 


IVyf A A A C A AO Q D ./^I-Afi 

MUUU5 0u3 OD .CjUo 


UU2-iNonnL^olon 


1 1 AO 

nuy 


o4yyuu 


1 1 1 O 1-11 C r***A O 01 Q/l AO 

1 /iy.rll5.gZ43_2iy4U3 


p 
r 


'NAAAA^AAAAP'r'Al 


u L/2-in onnuoion 


1 1 1U 


/T/4 cine 
6453 /5 


lOIQXTI* r*—A1 OlAvlAQ 

i /ly.jN I5.gz43_2iy4uy 


r 


ivyrnAA< aa< i TJ.tJAo 
JVLUUU56U5 id.dkjo 


u U2-IN onnuoion 


1111 
mi 


/! AO! A1 

4y IlVl 


1 Ol A T>1 C r*—A1 OlA/111 

1 /iy.rl5.gz43_2iy411 


r 


\ K A A A C A A^ 1 T\ »T\ AO 

MUUu5oU53U:UU / 


TTPO XT j-u mi P Jul j-ull 

U L2-IN ormuoion 


1 1 1 o 

1112 


Cff £O0< 

556325 


IOTA rtMi n-,A 0 OIQ/MC 

1 /iy.Orl6.gZ43_2iy41o 


r 


A/f AAA<Ari/10 A .111 0 
MUUU50U43A.I112 


TTPO XT. . ± . _ l O ,-,1 n „ 

u U2-JN ommoion 


1 1 1 o 
11 13 


045431 


T71 A A/f 1 £ 01 Q/l 0/1 

1 / iy.M16.gz43_2iy4Z4 


T? 

r 


A >f A A A < A A4 OTS -Tl AO 
MUUU5 0U4 yu , 1/U3 


uC2-iNoniiLioion 


1 114 


yt^OOO* 

4523Z5 


1 / ly.Ai / .gZ43_2 iy42o 


p 
r 


A/lAAA^AnOA^'FiAO 


u uz-in ormuoion 


1 115 


44/645 


1 0 1 A On ^ <^ 1 Q >i oo 

1 /ly.rJl / .gz43_Ziy4Zy 


u 
r 


A/fAAA* AAO<T\.r , AQ 

MUUU5ou351J.l^Uo 


Uuz-in oimvjoion 


1 1 1 a 
1116 


HA A f\CA 

644U54 


1*710 /"*1*7 r+—A1 OIO/I^A 

1 /ly.Cl / .gZ43_2iy43U 


r 


A R A A A < A A 0 .17 A * 

MUUU56U3oJL):rU5 


u C2-IN ormuoion 


n it 
1117 


CA 1714 

641 / 15 


1 / ly.MI /.gz43_Ziy44U 


77 

r 


A/f AAA^Afl/lQT^.nA 1 

MUUU5uU4yjJ.JiUl 


ucz-in ormDoion 


i 1 in 

1118 


HA A tiCl*} 

644692 


T71 A B17 r,—A1 *}\C\AA1 

17iy.rl / .gz43_2iy443 


•c 
r 


AyfAAAC^AC/l A .DAA 

MUUU56U54A:15U6 


UC2-M ormuoion 


1 1 1 A 

illy 


4655oy 


1 / 1 y .r 1 o .gZ43_2 1 y45,y 


r 


A/fAAA^AA^yl A ."T*AA 

MUUll5oU54A.lJUy 


U\-,2-lNorrniJoion 


1 1 OA 

112U 


643 oy 1 


1T1A mO n^AI OIQ/KCX 

1 / ly.VJiy.gz43_Ziy46o 


r 


A /T A A A ^ A A /I OT5 . 17 AO 


U\-/Z-1N 0im\>/O10u 


1 1 O 1 

1121 


A C.£QA A 

45684U 


lOIAT 1 H n ~A 1 OIA/IOI 

i /iy.juiy.gz43_ J ziy4/i 


u 
r 


A>f AAA<AA/1 QFi-lO AO 

iYlUUU56U4oU.l3Uy 


UU2-1N ormcoion 


1 1 oo 
1122 


46/255 


1 *71 A 151 A r***Al OIQ/IOC 

1 / ly.r iy.gz43_2iy4/5 


r 


AyTAAA^AA^/I A -T7A0 
MUl>U5oU54A.liU3 


u cz-iN onimoion 


1 1 oo 
1123 


045D3U 


171 A rrrr/lQ 01O/175 

I / iy.UZU.gZ43_2iy4/o 


p 
r 


A/fAAA^AA07 A '"ni 1 


u \^z-in ormL/Oion 


1 1 OA 
x 124 


£Aft^QA 
O^o^yV; 


1710 A01 ct^AX 71QAQ7 
1 / iy .A2 1 .gZ40_Z ly^yz 


p 
r 


iviuuxj j ou34v^ .riuy 


T TP 0 -XT/vrm P r\l rm 

Uv/Z"iNonnv-/Oion 


1 10* 
1125 


/1£7*07 


1 7 1 0 "QO 1 o^A7 0 1 0AOQ 

l / ly.oz i .gz43_z iy4y3 


P 
r 


\a AAA^AAo^n*m n 


u \^z-iN orruL/Oion 


1 1 ox 
1 120 


40o33U 


I / iy.uz i ,gz43_2 iy4yj 


p 


MUUU00U3oJJ.rU3 


u W/Z-iN oim L^oion 


1127 


454438 


1719 E21 sz43 219496 


F 


M00056040C:B03 


UC2-NonnColon 


1128 


402476 


1719.121.gz43_219500 


F 


M00056045D:C09 


-UC2-NorniColoii 


1129 


558439 


1719.M21.gz43_219504 


F 


M00056050A-.D02 


UC2-NormColon 


1130 


595066 


1719.N21.gz43_219505 


F 


M00056051C:C09 


UC2-NonnColoii 


1131 


646687 


1719.E22.gz43_219512 


F 


M00056040C:C12 


UC2-NormColon 


1132 


452026 


1719.H22.gz43_219515 


F 


M00056044D:F01 


UC2-NonnColon 


1133 


639255 


1719.K22.gz43_219518 


F 


M00056047C:E03 


UC2-NontiColon 


1134 


612572 


1719.L22.gz43_219519 


F 


M00056049A:C11 


UC2-NormColon 
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ID NO 


CLUSTER 
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ORIEN 
T 


CLONE ID 


LIBRARY 




6417X6 


1 7 1 9 099 0743 9 1 Q5.99 


r 


M000^60^9D-r»01 


u uz-iN onni^oion 


1 136 




171QP99o743 91QS93 


F 
r 


M000^60^4 A 'G07 


u v^z -in onni^oion 


ii j / 


i 640S5Q 


1710 A93 &743 910^94 
1 / iy./vzj.g^*rj_z jyjz*T 


p 
r 


1U000^6074n'FOQ 


u L/Z -in ormisOion 


1 139 
1 1 JO 


<.S0365, 


171 Q Ti93 o743 910^97 
I / l7.1^Zj.gZ*tO_ZiyjZ / 


r 


■\^0005A07QA« A07 
MUUU3 OU jy/\.AUZ 


uuz-in orm^oion 


1 13Q 




1710T93cry43 91QS39 


r 


Kyf00O5A045TI'F0A 
iYl U Uu3 0 \JhDXJ . EAJO 


TTP7 >J/M-mP/\l^Ti 

u L/Z-in ormcoion 


1 140 
l i*tu 


^.97106 

JO / luO 


171QXJ97 CT743 910^37 


r 


M0005A05 1 P'MOO 


uuz-iNonni^oioii 


1 141 


•HoOZOO 


1 7 1 Q P94 ct-743 91Q545 

1 / iy,rz4.gZHj__ziyj4j 


p 


\yf00O5AO49P-P05 
JV1UUU3 0 U4Z D . D\)D 


u v^z-in onncoion 


1 147 

1 14Z 


40090ft 
4yU0:?O 


1710 fllA r»-»47 9 1 05 A£ 
X / iy,VJZ4.gZ43_Ziy340 


p 
r 


\4"AOA5 ^A/IOP-riOO 
JV1UUU30U4j^.wUJ 


uuz-JNorniVA)ion 


1 147 
1 14j 


04U0UJ 


1 71 O XT7/1 rr>*J7 710550 
1 /iy.IN/4.gZ4j_ziy33J 


p 
r 


A/f AAA5£A5 1 A A7 

MUUU3 0U311J.AU/ 


u uz-w orm Colon 


1 144 


04j31U 


1790rJ01 <*t47 71Q5£7 
1 /ZU.VJUl.gZ4J_Ziy30Z 


p 
r 


■N/TAAA5/CA/C7TVP1 7 
MUUU30U0ZJJ.r 1Z 


U\-/Z-JNonncoioii 


1 145 
1 143 


04jU4y 


1790 A 09 rr-747 910579 
1 /ZU.AUZ.gZ4j_Ziy3 /Z 


r 


\yf0OO5£A5i4"R«nn5 * 
MUUU30U34I5.OU3 


uuz-iNorxnuoion 


1 1 4£ 
I 140 


AAA705 
400/y3 


1790 P07 crAI 710574 
1 /ZU.L,UZ.gZ43_Ziy3 /4 


p 
r 


TV/f A A A 5 ^ A 5 7P - 0 1 
MUUU30U3 /D.Uvi 


Uv^z-JNonnuoion 


1 1 /IT 
114/ 


1i41 57 
1413 / 


1 77A TA7 r».»/t7 01Q59A 
1 /ZU.lUZ.gZ4j_Ziy3oU 


p 
r 


\A AA A5 /C A/C/CD •TJA/4 

MUUU3oUoox5.rlU4 


u lz-jn ormLolon 


1 1 A 9 
114o 


559404 
33o4y4 


1770 AO/1 rYv/t? 710AO/4 
1 /ZU.AU4.gZ4.5_ZiyOU4 


p 
r 


\ /f A A A 5 A A 5 /I /** • AO 
MUUU30U341^.CUy 


U UZ-iN ormuoion 


11/10 

i i4y 


044yz / 


177APA/1 rr-r/IO 7 1 0£A£ 

1 /ZU.OU4,gZ4J_ZiyOUO 


p 
r 


A>TAAA5^A57"D'P1 7 

MUUU30U3 /o.iilZ 


u cz-iN ormuoion 


1 1 5A 

113U 


(LA QAQQ 

04o0oo 


1 770 PA5 rrnAI 7 1 Q£77 

1 /ZU.CU3.gZ43_ZiyOZZ 


p 
r 


A>TAAA5/iA57/^«'DA7 

MUUU30U3 /C15UZ 


ucz-iNonni^oion 


1 1 5 1 
1131 


A 5/1 Gf\C 

434VUO 


177A AA£/*»/f7 7TO£7£ 

1 /ZU.AUo.gz4j_Ziy030 


p 
r 


AAAAA5/CA 5/1/^^1 7 

MUUU30U34CJiiZ 


TT/^7 \l- , m pj lIj-lh 

u uz-M ormcolon 


i i 57 
113Z 


HA A 5Q7 


1 77 A "T\A/£ ft-zJTJ 71G£QO 

i /zu.uuo.gz43_ziyo3y 


p 
r 


x yr AAA5/C05O A • A A7 

JVlUUU3oU3yA.AUZ 


T jr^l XTj l. h-i^j-lIj-lii 

u lz-w ormuoion 


1 i 57 
1 13 J 


40UU4/ 


1 77A T/"A£ /v^/1 0 710/C/llC 

1 /ZU.lvUo.gZ43_Ziy04O 


p 
r 


\AAAA5<A/CO A »PA1 

MUUU3 OUOyA.r U 1 


u uz-jn orm uoion 


1 1 K.A 

1134 


/TOA57 

OZU33 


1 77 A r^O rrrr/17 710A7A 

1 /ZU.CU8.gZ4i_Ziyo/U 


p 
r 


A^AAA5/iA57/^»T^A< 
MUUU3oU3 /CUUO 


u cz-isormcoioii 


1 1 55 


£/1005/f 

04yU34 


1 77A T\A9 rt*wA1 710/C71 
1 /ZU.UUo.gZ43__ZiyO / 1 


p 
r 


\AAAA5 AA50 A *T>A1 
MUUU3 0U3 yA.XJU 1 


TTP7 XJrt*»tv»r*/>1rtri 

u L/Z-iN ormL/Oion 


1 1 5£ 

1130 


/£/1/1775 

044ZZ3 


1 77 A XTA9 /»^/f 7 710<i79 

1 /ZU. KUo.gZ4i_ZiyO/o 


p 
r 


A/TAAA5/C A£0 A *PA/C 
MUUU30U0yA.rU0 


u uz-iN ormL/Oioii 


1 1 5*7 
113/ 


44 /Oj3 


1 77A r^AQ /»t/17 710£9£ 

i /zu.t^uy.gz4o_ziyooo 


p 
r 


\/[ 0005^057/^^01 
MUUU30U3 /U.liUl 


TTP7 XT/\*TviP/\1rm 

u L/Z-in ormL/Oion 


1 1 59 

1 1 JO 


£49 1 
04Z100 


1 770 17 1 0 crvAl 7 1 Q7A4 
1 /ZU.XllU.gZ43_Ziy /U4 


p 
r 


A/f0005AO^On-T-T1 1 
IMUUUJOUOUlAril 1 


T TP7 Xl/\rrviP/\1/*i« 

u L/Z-iN ormL/Oion 


1 1 50 
113V 


4/jUU/ 


177AT\11 rw*A1 71071O 

i /zu.jji i.gz4^__ziy /iy 


p 
r 


\yf0005^050P-ni 0 

m uuu3 o u 3 y JtS . U 1 U 


u cz-in omicoion 


1 1 £A 
110U 


551 191 

331 lol 


177AA>T11 r***A 1 71Q779 

1 /ZU.M 1 1 .gZ43_Z ly/Zo 


p 
r 


A/TO AA5 £ A77"D •r , A< 
M U UU3 OU /Zl5 . IAK> 


ucz-jNonnwoioii 


1 1 £1 
1101 


/C/MQ7Q 1 

044yZo 


1 77A r*1 7 sv*/f7 01077/1 

1 /ZU.UlZ.gZ4o_Ziy /i4 


p 
r 


A/T AAA5AA57/^*'P 1 7 
MUUU30U3 /U.H1Z 


ucz-iNonncoioii 


110Z 


o44yio 


1 77 A U 1 7 />-r/l 7 71 Q77/C 

i /zu.niz,gz43_ziy /jo 


p 
r 


TV/T0005A0^1 A-P05 
MUUU30U01A.I1U3 


u uz-in orm V/Oion 


1 1 HI 

1 loi 


044 /Ul 


177 A T 17 sv*»/f7 71Q7/17 

1 /ZUXlZ.gZ4o_Ziy/43 


p 
r 


Ajf AAA5/£A7A/" , -TaAO 

JVIUUU30U fUv^.DVy 


u cz -jn ormcoion 


1 104 


A Q75£7 

4o /30/ 


1 77A fM 7 /»-»/l7 71Q7,4£ 

1 /ZU.UlZ.gZ4J_Ziy /40 


p 
r 


A A AO A 5 £ A 7 /I r 1 >UA9 

MUUU30U /4^.rlUo 


u cz-in ormuoion 


1 1 £5 
1103 


£LA 1 901 

0415U1 


1 770 T71 7 /yt47 710757 
1 /ZU.Jil J.gZ4j_Ziy /3Z 


p 
r 


TV>T0005A0^1Ti* A07 
MUUU30U0 IU.AUj 


TTP7 XT/"vi-*viP<'\1 nrn 


1 1 

iloo 


£5 i 1 no 
0311Uo 


1 77A m 7 /»f»/f 7 7107^7 

i /zu.ui3.gz4j_ziy /oz 


p 
r 


TV>T A A A 5 d (\1A C •T-TAQ 

MUUU30U /4\^.rlUy 


TTP7 XTi^t-rviP^1r»r» 


1 1 an 

1 10/ 


a ai &n a 
44/0/0 


1770 A 14 rfvrA7 71Q7/i4 
1 /ZU.A14.gZ4J_Ziy /04 


p 
r 


1V/T0005 A055 A «P04 
JV1UUU3 0U33 A. HU4 


TTP7 XJ rt TwiP/\lrm 

ui^z-iNoniii^oioii 


1 1 £Q 

1 loo 


£/15A7/£ 

043U/0 


177AlT1/t sv-T/17 71Q77/1 

1 /ZU.lS.14,gZ43_Ziy / /4 


p 
r 


\K AOA5 & A£OT3 -X*f\A 

MUUU3 OUOyii. JtiU4 


TTP7 XTrtn-rtP^lrtTi 

u L/Z-iN ormL/Oion 


1 1 /CO 

iiqy 


(LA 1 A£Q 

04i4oy 


1770 r*1 5 #Y-y47 710797 
1 /ZU,L/13.gZ4j_Ziy /oZ 


p 
r 


^^0005^0571^*171 1 
MUUU30U3 /U.Iil 1 


TTP7 XTrttwPnlrin 


1170 


37^577 


172OG15 0743 21Q786 




M000^6063r*F10 


T JC2-NormColon 


1171 


558154 


1720.C16.gz43_219798 


F 


M00056058A:B07 


UC2-NormColon 


1172 


650549 


1720.G16.gz43_219802 


F 


M00056063C:G11 


UC2-NormColon 


1173 


461351 


1720.116.gz43_219804 


F 


M00056066D:G04 


UC2-NormColon 


1174 


640818 


1720.A18.gz43_219828 


F 


M00056055B:B06 


UC2-NormColon 


1175 


455716 


1720.118.gz43_219836 


F 


M00056067A:A12 


UC2-NormColon 


1176 


644822 


1720J18.gz43^219837 


F 


M00056068D-.A06 


UC2-NormColon 
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1177 


467780 


1720.C19.gz43_219846 


F 


M00056058A:F08 


UC2-NormColon 


1178 


446415 


1720.F20.gz43_21986S 


F 


M00056062D:D08 


UC2-NormColcm 


1179 


553923 


1 720.H20.gz43_2 1 9867 


F 


M00056066A:D03 


UC2-NormColon 


1180 


645900 


1720.I21.gz43 219884 


F 


M00056067B:D08 


UC2-NormColon 


1181 


649364 


1720.M2 1 ,gz43_219888 


F 


M00056072D:E08 


UC2-NonnColon 


1182 


643348 


1720.N23.gz43 219921 


F 


M00056074B:D12 


UC2-NormColon 


1183 


648654 


1731 AO 1 bz43 219940 


F 


M00056120CH04 


UC2-NoimColon 

V** \w/Xr 1 l VI **I V VlWi* 


1184 


648547 


1731.C01.gz43 219942 


F 


M00056123B:G05 


UC2-NonnColOxx 


1185 


463824 


1731 101 cz43 219948 


F 


M00056133DD09 


UC2-NoimColon 


1186 


648721 


1731 NO 1 ez43 219953 


F 


M00056140C'E04 

IT* V WW V X • *XWV • 


UC2-NormColon 


1187 


648481 


1731 O01 ez43 219954 


F 


M00056142AF03 

1T1VU v Jv 1 i^bi lil w «/ 


UC2-NonnCoIon 


1188 

x x oo 


644037 


1731 A02 ez43 219956 


F 


M00056120DF01 


UC2-NoiTOColon 


X X 07 




1731 HO? ez43 210063 


F 


M00056132BC12 


UC2-NormColon 


1 1Q0 


71 1403 

/ 1 lt7J 


1731 TO? (T743 910065 

X / Jl.J .££xVr«J x- X 77UJ 


F 

X 


M00056134D-G07 

XVX\J\J\JsJ\J X Jt'-rxJ . VJ\7 / 


T IC2-Nnrmf , <x1on 

V7V/X* 1>U1 111 V>VJHJXl 


1 101 

1171 


64X749 


1731 TO? <*743 210067 


F 

X 


M00056137DH05 

IVXV/V/ U«/U XaJ /L/.llVk' 


T jr2-NorniC!filon 


J. 174 


476380 


1731 F03 cr743 210077 


F 


M00056129CF09 


T jr2-NormCt*ilon 


1 103 
i xyj 


640617 


1731 J03 ^743 210081 

1 / J X JuJ.gi"J a. X 77 OX 


F 

X 


M00056134D-G11 

1VXV/W-/U X •7"TXV.VJ X X 


T ir2-NormColon 


1 1Q4. 

1 X7*T 


630^^^ 

UJ7JJJ 


1 73 1 R04 ©743 9 1 00R0 

1/31 .XJV/*t.gitrT J 1 7707 


F 


M00056122BA07 

IVlUwUJU X X*x.XJ ..T\.V/ t 


Uv/*< 1 ~ \-»l III wVJICXI 


1 10^ 

1 17J 


46^197 

*TVJJ 1Z. / 


1731 D04 P743 910001 


F 


M00056125BF01 


T jr2-NormColon 


1 106 

1 X7U 




1731 L04 az43 210900 


F- 


M00056138AB11 


UC2«NormColon 

\*/V>X^ 1 l 111 VvivU 


1 107 


453726 


1731 G05 2243 220010 


F 


M00056131AE09 


UC2-NormColon 


1 108 


557096 


1731 H06C243 220027 


F 


M00056132C-F04 


UC2-NormColon 


1 100 
i 177 


49994? 

fc TX,Z.X\.*TX. 


1731 D07 P743 220030 


F 


M00056127AA10 


UC2-NormColon 

1 i Willi V/VlV** 


1 Z,Uv 


456085 


1731 E07oz43 220040 


F 

X 


M00056I28BA07 


UC2-NormColon 


1901 


640605 


1731 I07ffz43 220044 

X. f -J X .XV/ / ,gx<*T./ X*X*V/V/*T"T 


F 


M00056134AD04 


UC2-NormColon 


1909 

i x. w<c 


627515 


1731 B08 ez43 220053 


F 


M00056122BG09 


UC2-NormColon 

W** A " VI All WV* VAA 


1903 


648341 


1731 M08 ez43 220064 


F 


M00056139DE05 


UC2-NormColon 


1904 


464990 


1731A09ez43 220068 

X / — ' X inv/>g(rTJ X.X. w\#\/ 


F 


M00056121AE05 


UC2-NormColon 


1205 


459521 


1731J10ez43 220093 


F 


M00056135B:E03 


UC2-NonnColon 


1206 


549691 


1731X10.gz43 220095 


F 


M00056138B:F05 


UC2-NormColon 


1207 


514838 


1731.M10.gz43 220096 


F 


M00056139D:H04 


UC2-NormColon 


1208 


452738 


1731 0 10 ez43 220098 


F 


M00056142C:A09 


UC2-NormColon 


1209 


644928 


1731 Dll ez43 220103 

X # •p' X X X • Lit* w A \J 


F 


M00056127AH03 


UC2-NonnColon 


1210 


460190 

*TW X7 V 


1731 B12 sz43 220117 


F 


M00056122CH12 

X tX V W*^ V X +m*^* «X AX Air 


UC2-NonnColoii 


1211 


562378 


1731.G12.gz43^220122 


F 


M00056131B-.E01 


UC2-NormColon 


1212 


647949 


1731.P12.gz43_220131 


F 


M00056144D:C05 


UC2-NormColon 


1213 


557419 


1731.B13.gz43_220133 


F 


M00056122D:B07 


UC2-NormColon 


1214 


638934 


1731.D13.gz43^220135 


F 


M00056127B:E11 


UC2-NonnColon 


1215 


646785 


1731.F13.gz43_220137 


F 


M00056130B:E11 


UC2-NormColon 


1216 


647248 


1731.E14.gz43_220152 


F 


M00056128C:F02 


UC2-NormColon 


1217 


470006 


. 1731.114.gz43_220156 


F 


M00056134C.C06 


UC2-NomiColon 


1218 


648311 


1731.K14.gz43^220158 


F 


M00056137B:F07 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 






vJlvLC/IN 
T 


UlAJJNJb WD 


LIBRARY 


1010 

iziy 


649299 


1 73 1 . F 1 5 .gz43_220 169 


F 


M00056130C:C12 


UC2-NormColon 


1220 


478393 


1 73 1 .K 1 5 .gz43_220 1 74 


F 


M00056137B:F11 


UC2-NormColon 


1221 


647290 


1 73 1 .F 1 6 .gz43_220 1 85 


F 


M00056130C:F08 


UC2-NormColon 


1222 


649735 


173 1 .Gl 6.gz43_220186 


F 


M00056131CH03 


UC2-NonnColon 


1223 


646039 


1 73 1 J 1 6.gz43 220 189 


F 


M00056135C:C05 


UC2-NormColon 


1 11 A 

1224 


646581 


1 73 1 . M 1 6 .gz43_220 1 92 


F 


M00056140A:F12 


UC2-NormColon 


1 HZ? 

1225 


470667 


till \T1 y j *\ r\r\r\*r\*\ 

1731.N16.gz43 220193 


F 


M00056141C:H01 


UC2-NormColon 


1226 


642650 


1731. J 1 7.gz43_220205 


F 


M00056135C:C08 


UC2-NonnColon 


1227 


642275 


173 1 .K17.gz43_220206 


F 


M00056137C:A01 


UC2-NormColon 


1228 


651015 


1 1 T t Jk ft Aft 

1 73 1 .LI 7.gz43_220207 


F 


M00056138D:G08 


UC2-NoirnColon 


1229 


642936 


1 fin i TT1 ji ft ft ft ft ft i ft 

1 73 1 .H 1 8 .gz43_2202 1 9 


F 


M00056133B:F01 


UC2-NoimColon 


1230 


642204 


1 ^Tft 1 A 1 ft ^ft ft ft ft ft ft ft 

1731.A19.gz43_220228 


F 


M00056121D:A12 


UC2-NormColon 


1231 


557867 


1731. J 1 9.gz43_220237 


F 


M00056135C:H06 


UC2-NormColon 


1232 


639395 


1 73 1 .K 1 9.gz43_220238 


F 


M00056137C:E01 


UC2-NormColon 


1233 


645367 


1 73 1 .K20.gz43_220254 


F 


M00056137C:G02 


UC2-NormColon 


1234 


647232 


173 1 .L20.gz43_220255 


F 


M00056139A:D12 


UC2 -NormColon 


1235 


647431 


1731.E21.gz43_220264 


F 


M00056129A.G01 


UC2-NormColon 


1236 


708175 


. 1731.121.gz43_220268 


F 


M00056134D:B07 


UC2-NormColon 


1237 


503122 


1731.A22.gz43_220276 


F 


M00056122A:A05 


UC2-NormColon 


1238 


515350 


1731.C22.gz43_220278 


F 


M00056124D:F06 


UC2-^oimColon 


1239 


556336 


1731.F22.gz43_220281 


F 


M00056130D.E06 


UC2-NormColon 


1240 


589098 


173LA23.gz43_220292 


F 


M00056122A:B05 


UC2-NormColon 


1241 


531461 


1731.B23.gz43_220293 


F 


M00056123B:F02 


UC2-NormColon 


1242 


455808 


1731.C23.gz43_220294 


F 


M00056124D:G03 


UC2-NormColon 


1243 


643510 


1 73 1 .D23.gz43_220295 


F 


M00056127D:G10 


UC2-NormColon 


1244 


648996 


1731.J23.gz43_220301 


F 


M00056136A:B11 


UC2-NormColon 


1245 


446164 


1731.N23.gz43_220305 


F 


M00056141D:E08 


UC2-NonnColon 


1246 


419114 


1731.O23.gz43_220306 . 


F 


M00056143A:H08 


UC2-NormColon 


1247 


648076 


1 73 1 .A24.gz43_220308 


F 


M00056122A:D02 


UC2-NormColon 


1248 


649482 


4 »wm *\ + xft At a ft a ft r\ ft i ^ 

1 73 1 .124 .gz43_2203 1 6 


F 


M00056134D:F02 


UC2-NormColon 


1249 


646323 


1 732 .HO 1 .gz43_22033 1 


F 


M00056155B:A02 


UC2-NormColon 


1250 


550714 


T Aft ft 1 AT 4ft ft ft ft ft ft ft 

1732.A05.gz43_220388 


F 


M00056146A:A09 


UC2-NormColon 


1251 


649482 


1732J05.gz43_220397 


F 


M00056158C:D11 


UC2-NormColon 


1252 


650987 


1111 T/\ y* itl AAA i 1 A 

!732.J06.gz43_2204l3 


F 


M00056158C:F09 


UC2-NormColon 


1253 


644221 


1 ^ ft ft ft^ ji ft ft ft ft. jt ft f 

1732.F07.gz43_220425 


F 


M00056153A:G04 


UC2-NormColon 


WKA 


UAH A 1 O 


1 A4YV7 OOA/IO.'") 


F 


M00056 1 62C:F02 


TT/1* XT /I 1 

UC2-NormColon 


1255 


416624 


1732.108.gz43_220444 


F 


M00056157A:B11> 


UC2-NormColon 


1256 


644801 


1732.F09.gz43_220457 


F 


M00056153AH07 


UC2-NonnColon 


1257 


650249 


1732.G10.gz43_220474 


F 


M00056154B:F11 


UC2-NormColon 


1258 


465734 


1732.Cll.gz43_220486 


F 


M00056149C:A02 


UC2-NormColon 


1259 


605761 


1732.Ell.gz43_220488 


F 


M00056152A:B11 


UC2-NormColon 


1260 


649782 


1732.Mll.gz43_220496 


F 


M00056162DA01 


UC2-NormColon 
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Table 2 



oily 
iiJ JNU 


CLUSTER 


SEQNAME 


UKlbN 

T 


CLONE ID 


LIBRARY 


1261 


449956 


1732.A12.gz43_220500 


F 


M00056146A:H09 


UC2-NormColon 


1262 


642244 


1732.112.gz43_220508 


F 


M00056157B.A08 


UC2-NormColon 


1263 


650348 


1732.L12.gz43_220511 


F 


M00056161C.G06 


UC2-NormColon 


1264 


461135 


1732.E13.gz43_220520 


F 


M00056152A:D07 


UC2-NormColon 


1265 


16092 


1732.L13.gz43_220527 


F 


M00056161C.H10 


UC2-NormColon 


1266 


650116 


1732.M13.gz43_220528 


F 


M00056162D:D03 


UC2-NoimColon 


1267 


650534 


I732.O13.gz43_220530 


F 


M00056165C:B11 


UC2-NormCoIon 


1268 


640634 


1732.A14.gz43_220532 


F 


M00056I46B:E05 


UC2-NormColon 


1269 


446184 


1732.114: g z43_220540 


F 


M00056157B:H06 


UC2-NormColon 


1270 


380477 


1732.M14.gz43_220544 


F 


M0.0056162D:D06 


UC2-NormColon 


1271 


463966 


1732.K15.gz43_220558 


F 


M00056160C-.F12 


UC2-NormColon 


1272 


649578 


1732.O15.gz43_220562 


F 


M00056165D:D09 


UC2-NormColon 


1273 


650877 


1732.C16.gz43_220566 


F 


M00056149C:E10 


UC2-NormColcra 


1274 


449882 


1732.F16.gz43_220569 


F 


M00056153B-.F11 


UC2-NormColon 


1275 


650909 


1732.J16.gz43_220573 


F 


M00056159A-.E03 


UC2-NormColon 


1276 


645100 


1732.K16.gz43_220574 


F 


M00056160C:G01 


UC2-NormColon 


1277 


649883 


1732.M17.gz43_220592 


F 


M00056163A:B10 


UC2-NormColon 


1278 


554581 


' 1732.119.gz43_220620 


F 


M00056157C:E10 


UC2-NormColon 


1279 


467972 


1732.L19.gz43__220623 


F 


M00056162A:B06 


UC2-NormColon 


1280 


488592 


1732.A20.gz43_220628 


F 


M00056146D:D04 


UC2-NormColon 


1281 


651075 


1732.E20.gz43_220632 


F 


M00056152C:G08 


UC2-NormColon 


1282 


649991 


1732.K20.gz43_220638 


F 


M00056160D:C06 


UC2-NormColon 


1283 


649947 


1732.L20.gz43_220639 


F 


M00056162A.C09 


UC2-NonnColon 


1284 


224092 


1732.N20.gz43_220641 


F 


M00056164A.H03 


UC2-NonnColon 


1285 


555634 


1732.L21.gz43_220655 


F 


M00056162A:E09 


UC2-NormColon 


1286 


639485 


1732.C22.gz43_220662 


F 


M00056149D.F06 


UC2-NormColon 


1287 


646596 


1732.123.gz43_220684 


F 


M00056157DJ108 


UC2-NonnColon 


1288 


459260 


1732J23.gz43_220685 


F 


M00056159C:C11 


UC2-NormColon 


1289 


634409 


1732.L23.gz43_220687 


F 


M00056162A:F01 


UC2-NormCoIon 


1290 


650820 


1732.C24.gz43_220694 


F 


M00056150A-.E04 


UC2-NormColon 


1291 


559349 


1741.M01.gz43_220720 


F 


M00056184C:C07 


UC2-NormColon 


1292 


650063 


1741.D02.gz43_220727 


F 


M00056171C:A08 


UC2-NormColon 


1293 


492982 


1741J02.gz43_220733 


F 


M00056180B:D05 


UC2-NormColon 


1294 


557353 


1741.K02.gz43_220734 


F 


M00056182A-.B04 


UC2-NormColon 


1295 


649299 


1741.G03.gz43_220746 


F 


M00056175D:E05 


UC2-NonnColon 


1296 


648063 


1741.F04.gz43_220761 


F 


M00056174C:H09 


UC2«NormColon 


1297 


641193 


1741J04.gz43_220765 


F 


M00056180B:F11 


UC2*NormColon 


1298 


561856 


1741.L04.gz43_220767 


F 


M00056183B.G11 


UC2-NormColon 


1299 


642631 


1741.M04.gz43_220768 


F 


M00056184C:E08 


UC2-NormColon 


1300 


648344 


1741.P04.gz43_220771 


F 


M00056188B:E07 


UC2*NonnColon 


1301 


458085 


1741.B05.gz43_220773 


F 


M00056169C:F07 


UC2-.NormColon 


1302 


394772 


1741.C06.gz43_220790 


F 


M00056170C.C09 


UC2-NoimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 




1303 




1741 VCil *tt/41 OOfiRfift 
1 /Hl.IiU/.gZHO^ZZUoUo 


r 


X/TAAA*4A1 H?T\>r*f\G. 


YT/^^ XT— y^—l 

u L2-NormColon 




S011 71 

J7J I/O 


1741 Cl(\l 0^41 OOfifilA 
1 /*f 1 .UU/.gZ4o__ZZUolU 


r 


AAAAACA1 OA A »T\AA 

MUUU5 D 1 7oA:D0o 


UC2-NormColon 




6417JV* 
0*tOZUO 


1741 V07 r»r/A1 000© 14 
1 /Hi .lSAJ/.gZ45_ZZUol4 


T7 

r 


AAAAACAI OO A .PI 1 

M00056182A:G1 1 


UC2-NonnColon 




646ino 


1741 7V4H7 rtTZll OOfiOiA 
1/41 .IViU / ,gZ43__ZZUo 1 0 


r 


AiTAAACA 1 O A P.TIAO 

M000561 84C:H03 


UC2-NonriColon 


11fi7 


<«inoi 


17/11 XTAO r»<»/f1 OOAOIO 

1 /41.iNU/.gZ43_ZzU81 / 


r 


A Mf\f\f\C £. 1 o cr\.r>A 1 

M000561 85D:C01 


UC2-NormColon 


IjUo 


OHy /U5 


17/11 AA7 r**v/11 OOAOIO 

1 /41.UU/.gZ43_ZzUolo 


F 


M00056186D:G05 


TT*1A \T /"i i 

UC2-NonnColon 


1 10Q 


c,c, *%771 


17/11 "Pno />^/ti oooooi 
1 /41.oUo.gZ43_ZZU821 


■n 

F 


M00056169DA03 


UC2-NoimColon 


111 fi 


lOOQAC 


lO/ll TAQ rr^/11 OOAOOO 

1 /41.1Uo.gz43_z20828 


F 


M00056179A:D12 


UC2-NormColon 


1111 


71H1AO 


1741 T OR rr-r/11 OOAOI 1 

1 /41.UJo.gZ43 ZZU531 


r 


M0005o 1 83C:F0 1 


UC2-NonnColon 


1110 
ID ML 


a«ai 9$ 


17/11 DOC r+iAl OOAOIO 

1 /41.rUo.gZ43_zzl>835 


r 


M000561 88C:D02 


fT/i« XT ^ 1 

UC2-NormColon 




A/107O< 

04y /yo 


lO/il AAO*»~/10 OOAGOA 

1 /41 .AUy.gZ4J_22Uojo 


F 


M00056168C:A05 


Tin^ XT « 

UC2-NonnColon 


1 1 \A 
13 14 


jaacaa 


1*7/11 VAO OOAO/IA 

1 /41 JSA)y,gz43_2z0846 


F 


M00056182B:G12 


f TDA XT * 

UC2-NomiColon 




xAoaoi 
5UZoo3 


1 HA 1 XTOG rvr»/10 OOAO/1A 

1/41 .INUy.gZ4i_22Uo4y 


F 


M00056185D:D06 


UC2-NonnColon 


1 1 1 A 
131o 


453 /Oo 


1741 .r 10,gz43 220857 


T? 

F 


x m f\r\f\c i ^if a a 

M0005 6 1 75 A: A06 


tt/iA XT ^1 1 

UC2-NonnColon 


131 / 


/KOOOO 

457272 


174l.Gl0.gz43_220858 


F 


M00056176B:B05 


UC2-NormColon 


1 O 1 O 

1318 


iooaam 
378694 


IT Ml 11A A 1 T^rvO 1 

1 74 1 . J 1 0.gz43_22086 1 


F 


M00056180D:E06 


UC2-NormColon 


i3iy 


/J/IA1 *}A 


1*7/11 1711 A O TOnOTO 

1741 .Fl 1 .gz43_220873 


F 


M00056175A:C04 


UC2-NomiColon 


13ZU 


555655 


1*7/11 XJT1 1 . /I O O^AOOA 

1741.Mll.gz43_220880 


F 


M00056l84D:D06 


UC2-NormColon 


1 lO 1 

13Z1 


A/1QOOO 
O4o / // 


1 HA 1 DIO .v-zIO OOAOOC 

1 /41.B12.gz43JZ20885 


F 


M00056169D:D05 


UC2-NonnColon 


i 100 
13ZZ 


A A AO OO 

44t)Zoy 


1 O/l 1 P10 rv— /tO OOAOAA 

1 /41.ulz.gz43_220oy0 


F - 


X yTAAAC Z" 1 0/'T*>.7^ 1 A 

M00056176B:E10 


T Tfi*> XT * 

UC2-NormColon 


i 101 
13Z3 


AAGA *iO 

44y45z 


1*7/11 TIO m/IO OOAOAO 

1741.J12.gz43_220893 


F 


X lAAAC^I OAA m/\£ 

M00056180D:F05 


UC2-NormColon 


13Z4 


A /I OA AC 

o4o665 


1*7/11 m O *~~A O OOAOAft 

1 74 Lr 1 2 .gz43_22089y 


F 


X fAAAC^ 1 OOn TTA >t 

M00056188C:H04 


UC2-NormColon 


1 lOx 
13Z5 


xAI O/IO 

561 /4/ 


1 O/l 1 T^l/l ^»»/10 OOAOI A 

1 /4 1 .D 1 4 .gz43_220y 1 y 


F 


X fAAAC £. 1 *TO A .T 1f\£ 

M00056172A:H06 


TTA*< XT y-t i 

UC2-NonnColoii 


i ioa 
13Zo 


A/1 A0 1 ti 


1 HA 1 CI /I «v~/10 ^OAOOA 

1 74 1 .£1 4 .gz43 J220920 


F 


X jfAAAt^ 1 TilTl Tkrtl 

M00056174B:D02 


T T/^<^ XT 1 

UC2-NoimColon 


1 11*7 

13Z / 


A/1QO AC 
645865 


1741 .Cjl4.gz43_220y22 


F 


H/TAAAC Z"1T^A ni 1 

M00056l76C:Bll 


T T/"^<^ X T ^ 1 

UC2-NormColon 


1 IOC 


AIOOOA 


1 O/l 1 T1/f »~/10 OOAAO/l 

1 /41.114.gz43_220y24 


F 


X /f AAAC^I *7ATO.TT1 O 

M00056179B:H12 


T T^** XT 1 

UC2-NormColon 


i ion 
lozV 


1 oo o/io 
183842 


1*7/11 T1 A - vf5 linAIC 

1 74 1 J 1 4 .gz43_220925 


F 


X TAAAf / 1 O ATN ^""*/\*T 

M00056180D:G07 


tT/*lA XT t 

UC2-NonnColon 


1 11A 

133U 




1*1/11 V1/I O *%*\Af\*i£ 

1 74 1 .K 1 4 .gz43_220926 


F 


X AAA AC ^ 1 O ^ /"^ T^rvO 

M00056182C:F08 


T T/^^ XT « 

UC2-NormColon 


1331 


a/iooao 
04y /U2 


1 HA 1 T 1 /I nnr /10 OOAOIO 

1741.L14.gz43_220y27 


F 


H A AAAf ZT 1 O A A m 1 

M00056184A:B11 


f TAl XT r> 1 

UCz-NonnColon 


1 110 
1 J3Z 


64658 1 


1 HA 1 XT1/I OOAOOO 

1 74 1 . N 1 4 .gz43_220929 


F 


X K f\f\f\C £ 1Q/A .70/\ A 

M00056186A:B09 


T T/^*> XT i 

UC2»NonnColon 


1 1ll 


AIOOIA 

63o /3U 


lO/ll UK j*_/10 OOAOOA 

1 74 1 H 1 5 .gz43 220939 


F 


\JfAAAC^1*/OTl All 

M00056178B:A11 


T TAA XT AS 1 

UCz-NormColon 


1 11>l 

1334 


A/I 1 cot 

041325 


1*7/11 JO OOA^ilO 

1741.K15.gz43_220942 


F 


X K f\(\f\ C f 1 0*\T\ A /\T 

M00056 1 82D: A07 


T TA^*» XT ^1 1 

UC2-NonnColon 


1 1K 

1335 


65U8UU 


1 *7>1 1 Til £ ~— A i *>o/"*rk/ir\ 

1 74 1 .B 1 6.gz43_220949 


F 


X AAA AC 1 /TATX TTAf 

M000561 69Dui05 


T T/~*^ XT /i 1 

UC2-NonnColon 


1 11A 
1330 


A/IOAOA 

64/U86 


1741.blo.gz43_220952 


F 


X JTAAAf ^1 *7>l¥^ rAO 

M00056174B:E02 


XT t 

UC2-NormCoIon 


1 11*7 

1 55 1 


ylOl OO A 

471536 


1*7/11 TI Z .w-yi** t^AArT 

1 74 LJ 1 6 .gz43 220957 


F 


XfAAAf ^lOI A T» f\ C 

M00056181A:B05 


UC2-NormColon 


1 JJO 




1741 F17 &«741 oono^n 


■p 
r 


KiOnn^^l *7ATl<V(\A 
IVIUUUJOI /*fI5.JDU4 


T TOO XTi^rrvjOrxIrvT* 

U l^Z-XN OunL/OlOn 


1339 


459923 


1741J117.gz43_220971 


F ! 


M00056178B:H08 


UC2-NormColon 


1340 


452729 


1741J17.gz43_220973 


F 


M00056181A:E07 


UC2-NormColon 


1341 


209414 


1741.H18.gz43_220987 


F 


M00056178C.C02 


UC2-NormColon 


1342 


463487 


1741.L18.gz43_220991 


F ! 


M00056184B:D08 


UC2-NormColon 


1343 


645288 


1741.F19.gz43 221001 


F 


M00056175C:A10 


UC2-NoimColon 


1344 


640514 


1741.J19.gz43 221005 


F 


M00056181B:B02 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1345 


459974 


1741.K19.gz43_221006 


F 


M00056183A:B09 


UC2-NonnColon 


1346 


465594 


174LP19.gz43J221011 


F 


M00056189B:A01 


UC2-NomiCoIon 


1347 


646173 


1741.C20.gz43_221014 


F 


M00056171A:H01 


UC2-NormColon 


1348 


557010 


1741.E20.gz43_2210I6 


F 


M00056174B:H11 


UC2-NormColoti 


1349 


650146 


1741.F20.gz43_221017 


F 


M00056175C:B11 


UC2-NonnColon 


1350 


499690 


1741.G20.gz43_221018 


F 


M00056177A:D12 


UC2-NonnColon 


1351 


584745 


1 74 1 .H20.gz43_22 1019 


F 


M00056178CE12 


UC2-NonnColon 


1352 


446987 


1741.L20.gz43 221023 


F 


M00056184B:H08 


UC2-NormColon 


1353 


458683 


1 74 1 . A2 1 .gz43_22 1 028 


F 


M00056169B:C02 


UC2-NormColon 


1354 


640922 


1741 H21 ez43 221035 


F 


M00056178C-F02 


UC2-NonnColon 


1355 


561793 


1741 J21 sz43 221037 


F 


M00056181BE11 


UC2-NormColon 


1356 


641945 


1741 021 ez43 221042 


F 


M00056188A*E05 


UC2-NormColon 


1357 


645578 


1741 J22 &z43 221053 


F 


M00056181CD02 


UC2-NormColon 


1358 


647688 

\J1 1 vUU 


1741 L22 sz43 221055 


F 


M00056184CA09 


UC2-NonnColon 


1359 


610986 


1741G23ez43 221066 


F 


M00056177AH01 


UC2-NormColon 

V \-/X^ X » v4 iilWxVM 


1360 


644053 


1741 123 ez43 221068 


F 


M00056180BA06 


UC2-NormColoii 


1361 


639132 


1741 M23 ez43 221072 


F 


M00056185BB06 


UC2-NonnColon 


1367 


642256 

\J^XmX*+J\J 


1741 B24 cz43 221077 


F 


M00056170BB09 


UC2-NormColon 


136*3 

X ~> \J+) 


648820 


1741 F24 ffz43 221081 


F 


M00056175DA06 


UC2-NormColon 






1741L24az43 221087 


F 


M00056184CC03 


UC2-NorrnCoIon 


1365 


644801 


1741N24ez43 221089 


F 


M00056186BH09 

■L r X W V*/ V/ X w vi-/»X X w 


UC2-NoimColon 


1366 


637387 


1742G01ez43 221098 


F 


M00056198A:B05 


UC2-NormColon 


1367 


6421 18 


1742 P01 oz43 221107 


F 


M00056212C-C09 


UC2-NormColon 


1368 


397363 


1742F03ez43 221129 


F 


M00056196CB03 


UC2-NonnCoIon 


1369 


463168 


1742 J03 ez43 221133 

X / litis V»J .Kti7«/ 4m4m X X, *J *S 


F 


M00056203D:F05 


UC2-NonnColon 


1370 


172843 


1742M03ez43 221136 


F 


M00056208B:C10 


UC2-NormColon 


1371 


570939 


1742J04ez43 221149 


F 


M00056203D:H03 


UC2-NormColon 


1372 


463545 


1742.L04.gz43 221151 


F 


M00056206D:F07 


UC2-NonnColon 


1373 


456920 


1742.J05.gz43 221165 


F 


M00056204A:B08 


UC2-NonnColOxx 


1374 


644916 


1742.E06.gz43 221176 


F 


M00056195C:F12 


UC2-NormColon 


1375 


559955 


1742.M06.gz43 221184 


F 


M00056208C:A10 


UC2-NormColon 


1376 


453762 


1742 BO 8 ez43 221205 


F 


M00056191B:E08 


UC2-NormColon 


1377 


640913 


1742.I08.gz43 221212 


F 


M00056201C:C03 


UC2-NonnColon 


1378 


648590 


1742 F09 ez43 221225 


F 


M00056196C:G12 


UC2-NormColon 


1379 


470801 


1742.N09.gz43_221233 


F 


M00056210B:C11 


UC2-NormColon 


1380 


645223 


1742.Mll.gz43__221264 


F 


M00056208DA12 


UC2-NormColon 


1381 


649402 


1742.EI2.gz43J221272 


F 


M00056195D:D07 


UC2-NormColon 


1382 


649354 


1742.N12.gz43^221281 


F 


M00056210B:E03 


UC2-NormColon 


1383 


650756 


1742.K15.gz43 221326 


F 


M00056205D:G04 


UC2-NormColon 


1384 


648754 


1742J18.gz43__221373 


F 


M00056204C:H12 


UC2-NormColon 


1385 


645177 


1742.K19.gz43„221390 


F 


M00056206B:A10 


UC2-NormColon 


1386 


507050 


1742.M19.gz43_221392 


F 


M00056209B:D02 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1387 


646275 


1742.P19.gz43_221395 


F 


M00056213C:C01 


UC2-NormColon 


1388 


574166 


1743.H01.gz43_221483 


F 


M00056223A:D10 


UC2-NonnColon 


1389 


649709 


1743.H03.gz43_221515 


F j 


M00056223A:H07 


UC2-NonnColon 


1390 


648155 


1743.C04.gz43_221526 


F 


M00056217A-.H11 


UC2-NormColon 


1391 


578718 


1743.K04.gz43_221534 


F 


M00056227D:A02 


UC2-NormColoE 


1392 


649272 


1743.N04.gz43_221537 


F 


M00056232C:E06 


UC2-NonnColon 


1393 


648351 


1743.D05.gz43_221543 


F 


M00056218C:C02 


UC2-NormColon 


1394 


618670 


1 743 .106.gz43_22 1564 


F 


M00056225B:A11 


UC2-NonnColbii 


1395 


706245 


1743.P07.gz43_221587 


F 


M00056236A:G12 


UC2-NonnColoii 


1396 


638807 


1743.A08.gz43 221588 


F 


M00056214B:H03 


UC2-NormColon 


1397 


562359 


1743.C09.gz43_221606 


F 


M00056217B:G03 


UC2-NormColon 


1398 


447892 


1743.K09.gz43_221614 


F 


M00056228A-.A02 


UC2-NormColcm 


1399 


502413 


1743.N09.gz43_221617 


F 


M00056232D:C08 


UC2-NonnColon 


1400 


499517 


1743.A10.gz43_221620 


F 


M00056214C:A04 


UC2-NormColon 


1401 


570052 


1743.Gll.gz43_221642 


F 


M00056222A:E05 


UC2-NormCokm 


1402 


649351 


1743.Mll.gz43_221648 


F 


M00056231B:E01 


UC2-NonnColcm 


1403 


650975 


1743.A16.gz43_221716 


F 


M00056214D:F05 


UC2-NonnColon 


1404 


562625 


1743.C16.gz43_221718 


F 


M00056217D:B07 


UC2-NormColon 


1405 


644916 


1743.E16.gz43_221720 


F 


M00056220A:H04 


UC2-NoimColon 


1406 


33738 


1743.L16.gz43_221727 


F 


M00056229C:F05 


UC2-NormColon 


1407 


645549 v 


1743.H17.gz43_221739 


F 


M00056224B:F01 


UC2-NoimColon 


1408 


451487 


1743.M21.gz43_221808 


F 


M00056232B:A11 


UC2-NonnColon 


1409 


448780 


1743.C22.gz43_221814 


F 


M00056218A:G11 


UC2-NormColon 


1410 


648816 


1743.022.gz43_221826 


F 


M00056235A:C12 


UC2-NoimColon 


1411 


648989 


1743.G23.gz43_221834 


F 


M00056223A:B11 


UC2-NormColon 


1412 


453470 


1743.H23.gz43_221835 


F 


M00056224D:E08 


UC2-NonnColon 


1413 


649030 


1743.M23.gz43_221840 


F 


M00056232B:C04 


UC2-NoimColon 


1414 


442347 


1743.G24.gz43_221850 


F 


M00056223A:C03 


UC2-NormColon 


1415 


645271 


1744.O01.gz43_221874 


F 


M00056256A:C02 


UC2-NonnCplon 


1416 


645872 


1744J02.gz43_221885 


F 


M00056249A:H07 


UC2-NormColon 


1417 


651051 


1744.N02.gz43_221889 


F 


M00056254A:F04 


UC2-NormColon 


1418 


650463 


1744.F03.gz43_221897 


F 


M00056244A:A01 


UC2-NonnColon 


1419 


506719 


1744.J03.gz43_221901 


F 


M00056249B:C02 


UC2-NormColon 


1420 


648989 


1744.E04.gz43_221912 


F 


M00056242D:A02 


UC2-NormColon 


1421 


703978 


1 744. A06.gz43_22 1940 


F 


M00056237B:D04 


UC2-NormColon 


1422 


650661 


1744.K07.gz43_221966 


F 


M00056250C.D05 


UC2-NonnColon 


1423 


419255 


1744.H08.gz43_221979 


F 


M00056246C:G07 


UC2-NonnColon 


1424 


648996 


1744.M08.gz43_221984 


F 


M00056253A:F12 


UC2-NoimColon 


1425 


451361 


1744.N09.gz43_222001 


F 


M00056254D:C04 


UC2-NonnColon 


1426 


15296 


1744.A10.gz43_222004 


F 


M00056237C:C05 


UC2-NormColon 


1427 


649396 


1744.C10.gz43_222006 


F 


M00056240B:F08 


UC2-NonnColon 


1428 


650860 


1744.J10.gz43_222013 


F 


M00056249C:E06 


UC2-NonnColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1490 


643397 


1744K14ez43 222078 


F 


M00056251B:A12 


UC2-NormColon 


1430 


A.3Q1 10 


1744 Ml 4 ez43 999080 


F 


M00056253B-H04 


UC2-NormColon 


1431 


447979 

H*+ / Z / Z 


1 744 C 1 5 a743 999086 


X 


M00056240D*H07 


UC2-NormColon 


1439 


459646 


1 744 K 1 S <T743 999004 


F 


M00056251BB07 


UC2-NormColon 


1433 
l*f JO 


A37387 
OJ /jo / 


1744 01 7 0743 999199 


T7 

X/ 


M00056246AE01 


UC2-NormColon 


1 A3 A 
IH J*f 


1 A7Q81 

J.0Z7O1 


1744TJ17o743 999193 

1 /44,ni /.gZ**J_ZZZlZJ 


r 


M00056247A-D02 


UC2-NormColon 


1435 


457771 
40 /ZZ1 


1 744 TT1 8 o-743 999130 


F 


M00056247AF07 


UC2-NormColon 


143A 
l*f jO 


7037 1 7 


1744 MIR 0743 999144 


F 


M00056253C-C04 


UC2-NormColon 


1437 
14 J / 


550374 

jj;/jZ4 


1744 >J1 8 ot43 999145 

X /*t*f.xN 1 O.gZH J_ZZZ AHJ 


F 


M00056255BF09 


UC2-NormColon 


14jo 


/U/4oJ 1 


1 744 A 1 Q rr-743 999 1451 
1 / 44 . A 1 7 . gZ4 J _ZZZ1 Ho 


F 


M000<i6238A'A03 


UC2-NormColon 

x_/v^X> 1 1 v<iiiixyvivu 


14jV 


4o4uyi 


1 744 P 1 0 0-743 999 1 63 
1 /44.jr iy.gZ4J_jZzzioj 


F 


M00056258A:A11 


UC2-NormColon 


144U 


A45477 
04D4/Z 


1 744 "KTOn cr*43 999 1 77 
1 /44.lNZv/.gZHO__ZZZl / / 


F 


M00056255C-C04 


UC2-NormColon 


1441 


OJUUlo 


1744 W71 ctt43 999187 
1 /44.rxZl.gZ4J_ZZZ10 / 


F 


M00056247B-C11 


UC2-NonnColon 


i/i/io 
144Z 


A51 fl73 
051U / j 


1 744 T709 rr-743 999900 
I /44.JDZZ.gZ4J_ZZZZUU 


F 


M00056243OG10 


UC2-NormColon 

vv*» 1 1 x/1 111 VA^Ix/11 


1 /MQ 

1443 


A41 874 

04 1 o / 4 


174/1 TV403 0-743 999994 
1 / 44. 1V1Z J .gZ4 J__ZZZZZ*t 


F 

x^ 


M00056253DG04 

lVlvww«/U*'*'</l/«V/*/~ 


UC2-NoniiColon 


1/1/1/1 

1444 


ai no ao 
oiuzoy 


11 AA P73 rr*43 999997 
i /44. r^Z gZH J__ZZZZZ / 


r 


M0005 625 8 A*E 1 0 


UC2-NormColon 


i /i /i 5 
144 j 


A504A3 

0JU40J 


1 744 P74 crr43 999933 
1 / £ f*t.rZ4.gz < tJ_zzzzjj 


F 

X 


M00056245AD11 


UC2-NormColon 


1 /MA 

1440 


oDuyiy 


1 744 T04 ov43 999936 
1 /44.1Z*T.gZ*tJ_ZZZZJO 


F 
r 


M00056249AF11 


UC2-NormColon 


1 /M7 

144/ 


5QA7G4 


1 744 Tf04 ct-743 999938 
1 / n4. IvZ'r.gZ'T J __ZZZZ JO 


F 

X 


M00056251CH04 


UC2-NormColon 


1/1/10 

144o 


04ZZUU 


1753 TifnO 0-743 997970 
I / Dj.rvVJZ.gZHJ_ZZZZ/U 


F 


M00056273A-A07 


UC2-NormColon 


1 A A C\ 

i44y 


A/15771 
04 jZ/ 1 


1753 PH3 ct'743 999978 
1 /D J. L/U J . gZ*f J_ZZZZ /o 


F 

x^ 


M00056261AF12 


UC2-NormColon 


1 A 5A 

14jU 


57Q 1 AO 
jZoloZ 


1 753 Tfi4 fr-743 999301 
1 / jJ.JU4.gZ4J__ZZZJUl 


F 


M00056271CC06 


UC2-NonnColon 


i /i< i 
14M 


A/lfiAftO 

o4ooUy 


1 753 Ivin5 wy43 999^91 
1 / Jj .IN U J .gZ4 J_ZZZ 0Z 1 


F 


M00056277BG05 


UC2-NormColon 


1 A 

1452 


013 
ZIJ 


1753 TlfiA ctt43 999397 
1 /DJ.UU0.gZ4J_ZZZJZ/ 


F 


M00056262DG08 


UC2-NonnColon 


1 A CO 

1453 


r/| OA/CO 

o4oUoj 


1750 T7HA rr-743 00030R 
1 /JJ.liU0.gZ4^__ZZZJZo 


V 
r 


M000S6964BC03 


IJC2-NormColon 

WVyA' 1 1 Vl 11 1 Wl X7X1 


1 A HA 

1454 


04/ozo 


1753 THA o"t43 999339 
1 / jJ.lU0.gZ4 J_ZZZ J JZ 


F 


M00056270AB09 


UC2-NormColoii 


1 /I 55 

1455 


4/OjoU 


1753 IT HA rr-743 999335 
1 / jJ.L/UO.gZ*f J_ZZZJJ J 


F 

x^ 


M00056274DE08 


UC2-NormColon 

A l vAAIAwVivAA 


1 A ^A 

145o 


A4G7A9 

o4yzoz 


1 753 m fi 0^43 999301 
1 / J J.LHU.gZHJ_ZZZJyi 


F 


M00056263AD08 


UC2-NonnColon 


1 A CO 

145 / 


A/iQ<on 
o4o5yu 


1753 A 10 ^43 999490 
1 / JJ.AlZ.gZHJ^ZZZHZU 


F 


M00056258DH06 


UC2-NormColon 


1 A CO 

145o 


557Q57 
jj /oj / 


1753 T19 frT43 999498 
1 / JJ.il Z.gZHJ_ZZZ*fZO 


F 


M00056270B*F02 


UC2-NormColon 


1 A CO 

145^ 


A/1 00 /to 

o4yj4y 


1753 PI 3 rrT-43 999451 
1 /JJ.rl J .gZ*r J_ZZZH J 1 


F 


M00056280B-E09 


UC2-NormColon 


1 /I AO 

14oU 


4AH745 
40UZ4J 


1 753 "R14 ffz43 999453 
1 /JJ.I5l4.gZH-J_ZZZ*tJJ 


F 

X 


M00056260C*E1 1 


UC2-NormColon 


1 A £.1 

14oi 


A/IC/MO 

04o44Z 


1 753 TV/fl 4 rr-743 9994A4 
1 /JJ.M14.gZ £ »\3_ZZZ*TO** 


F 


M00056276A-F05 


UC2-NormColon 


1 A A 7 

14oz 


A/1 AAHO 

o4oouy 


1753 T?15 rr«r43 999479 
1 /jj.lilj.gZ4J_ZZZ4/Z 


F 


M000S6965A-E01 


UC2-NormColon 


1 4A3 
140J 


5A7173 


1753 H15 or43 999474 

1 / JJ.Ul J.gZHJ_ZZZ*t/*T 


F 

X 


M00056267D-B09 


UC2-NormColon 


1464 


555021 


1753.A17.gz43_222500 


F 


M00056259A:E08 


UC2-NormColon 


1465 


486452 


1753.D17.gz43 222503 


F 


M00056263B:E10 


UC2-NormColon 


1466 


507066 


1753.M17.gz43^222512 


F 


M00056276D:B12 


UC2-NormColon 


1467 


649592 


1753.O18.gz43_222530 


F 


M00056279B:G06 


UC2-NormColon 


1468 


268336 


1753.C23.gz43 222598 


F 


M00056262B:B08 


UC2-NormColon 


1469 


509202 


1753.P23.gz43_222611 


F 


M00056280D:C06 


UC2-NormColon 


1470 


459914 


1753.A24.gz43 222612 


F 


M00056259C:E03 


. UC2-NonnColon 
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PCT/US01/25840 



Table 2 



rn NO 




OCA XT A ft JTB 

ohKi NAME 


/~\"D TT7XI 

T 


CLONE ID 


LIBRARY 


1471 


466894 


1753.124.gz43_222620 


F 


M00056271A-.G04 


UC2-NormColon 


1472 


647839 


1754.D07.gz43_222727 


F 


M00056285B.B01 


UC2-NoimColon 


1473 


644862 


1754.107.gz43_222732 


F 


M00056292D:C06 


UC2-NormColon 


1474 


492587 


1754.K07.gz43_222734 


F 


M00056295C:F12 


UC2-NormCoIon 


1475 


651057 


1754.M07.gz43_222736 


F 


M00056298A:H02 


UC2-NormColon 


1476 


554276 


1754.E10.gz43_222776 


F 


M00056286C:H08 


UC2-NonnCol0n 


1477 


643984 


1754.N10.gz43_222785 


F 


M00056299C:F06 


UC2-NonnColon 


1478 


646060 


1754.H12.gz43_222811 


F 


M00056291B-.G01 


UC2-NormColon 


1479 


646387 


1754.K12.gz43_222814 


F 


M00056296A:A07 


UC2-NonnColon 


1480 


462986 


1754.N12.gz43_222817 


F 


M00056299D:A02 


UC2-NormColon 


1481 


598471 


1754.H19.gz43_222923 


F 


M00056291C:C11 


UC2-NormColon 


1482 


449882 


1 754.11 9.gz43_222924 


F 


M00056293B:F02 


UC2-NormColon 


1483 


555998 


1754.F20.gz43_222937 


F 


M00056289B:E05 


UC2-NormColon 


1484 


419801 


1754.J20.gz43_222941 


F 


M00056294B:G06 


UC2-NonnColon 


1485 


647462 


1754.E21.gz43_222952 


F 


M00056287C:H08 


UC2-NonnColon 


1486 


648524 


1754.F21.gz43_222953 


F 


M00056289B:F09 


UC2-NonnColon 


1487 


462865 


1754.M22.gz43_222976 


F 


M00056298D:G01 


UC2-NoimColon 


1488 


645844 


1754.022.gz43_222978 


F 


M00056301CJ108 


UC2-NortnColon 


1489 


556497 


1754.C23.gz43_222982 


F 


M00056284C:A11 


UC2-NormColon 


1490 


467709 


1754.L23.gz43_222991 


F 


M00056297D:B10 


UC2-NoimColon 


1491 


559857 


1754.D24.gz43_222999 


F 


M00056286BA04 


UC2-NoimColon 


1492 


651115 


1754.N24.gz43_223009 


F 


M00056300B:A11 


UC2-NormColon 


1493 


644660 


1755.D05.gz43_223079 


F 


M00056307A.F07 


UC2-NormCoion 


1494 


647248 


1755.N05.gz43_223089 


F 


M00056329C:B09 


UC2-NonnColon 


1495 


524261 


1755.B06.gz43_223093 


F 


M00056305A:A02 


UC2-NormColon 


1496 


556444 


1755.K06.gz43_223102 


F 


M00056320C:E08 


UC2-NormColon 


1497 


639378 


1755.M08.gz43_223136 


F 


M00056326C:G07 


UC2-NormColon 


1498 


460929 


1755. 009.gz43_223 154 


F 


M00056333A:E09 


UC2-NormColon 


1499 


642260 


1755.K10.gz43_223166 


F 


M00056320D:F07 


UC2-NormColon 


1500 


635062 


1755.11 l.gz43_223180 


F 


M00056319A:A11 


UC2-NormColon 


1501 


644880 


1755.B14.gz43_223221 


F 


M00056305B-.F09 


UC2-NormColon 


1502 


452075 


1755.N14.gz43_223233 


F 


M00056330B:C02 


UC2-NormColon 


1503 


557052 


1755.E15.gz43_223240 


F 


M000$6310A:C10 


UC2-NormColon 


1504 


569195 


1755.K15.gz43_223246 


F 


M00056323AG03 


UC2-NonnColon 


1505 


444222 


1755.M16.gz43_223264 


F 


M00056328B:E07 


UC2-NormColon 


1506 


467364 


1755.A17.gz43_223268 


F 


M00056304A:H04 


UC2-NormColon 


1507 


446910 


1755.A18.gz43_223284 


F 


M00056304B:C05 


UC2-NormColon 


1508 


447126 


1755.M19.gz43_223312 


F 


M00056328D:B01 


UC2-NormColon 


1509 


650639 


1755.D20.gz43_223319 


F 


M00056308A.C01 


UC2-NonnColon 


1510 


641681 


1755.B22.gz43_223349 


F 


M00056305D:E08 


UC2-NormColon 


1511 


606129 


1755.P24.gz43_223395 


F 


M00056338B:B08 


UC2-NormColcm 


1512 


448412 


1766.A01.gz43_224099 


F 


M00042346A:B04 


UC2-PrimColon 
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BNSDOCID: <WO 0214500A2_I_> 



WO 02/14500 PCT/US01/25840 



Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


XJ X J 


485237 


1766 E01 P743 994103 


p 


A40004 94 3 9H «/t09 


T TP9 -Prim Pr»l on 

u i^z*r run v^oioii 


1514 


479131 


1766G01ez43 994105 


17 


M00049437R' A 1 1 


u \^z-Jr nxnvAJioii 


1515 


481457 

"TO X*T»/ / 


1766H03P743 994138 




M00049430 A -HOO 


T TP9 -Prim P nl r\r\ 


1516 


448892 


1766 A09 az43 994997 


17 
r 


7110004 9 346r«rr1 9 


T TP9-.PrimPnlrtri 

u v^z-r run v^oion 


1517 

1 -J X 1 


477797 


1 766 Kl 3 0-743 994995 


r 


\yr00049433P -1405 

1V1UUUH/H J 3 V* . XTV/J 


T TP9-P-rimP/\lrtr» 

u v/Z*r nnivyOiou 


1518 




1 766 1 1 9 a743 994395 


r 


A400049469 A -P 1 9 
JVlUUU4Z40Z/\.r 1Z 


T TP9-PrimP/\lr»Ti 


1519 
u xy 




1766 T21 0743 994498 


r 


M00049464 A «P06 


TTP9 Prim Pol rt« 


1590 


447377 


1 766 A/T99 a?43 994447 


r 


70f00049470P»Hl 1 
1V1UUU4Z4/ KJB.rX 1 1 


TTP9 Pr-imPolon 


1591 




1767 H01 ot43 99440H 


v 
r 


MnOH497fi4'R''R 1 0 
1V1UI/U4Z /04X3.X31U 


TTP7 PrimP/\l/*in 

u uz -r nirtuoion 


1 599 


479101 
4 fZiVL 


1767 H09 <yy43 994513 
' i /O /.L/UZ.gZ43__ZZ43I3 


17 


A^nnri49777R-Rn5 


TIP 9 PrrmPi"»lrtri 


1 593 


Z043OU 


1767 r>03 rry43 994518 
1 / O / .Lrv3 .gZ4 3__ZZ43 1 5 


17 


TUT AnH49 7 5 «Rn 1 
JVlVAiU4Z / 3 Ojd .jdU 1 


TTP9 PftmP/xlrtrt 

ucz-rnniv>rOion 


1594 
13Z4 


440£80 


17A7M03«>43 994597 
1 / O / .IVIU J .gZ43__ZZ43Z / 


r 


Yfftflft49773 A «W1 1 
IVli;UU4Z / / JA.rll 1 


T7P9 Drrm /~V\1<»»ri 


1595 


4409 7 5 
44I/Z1 3 


17£7 AH4 fT-r43 994531 
1 /O / .AU4.gZ43__ZZ433 1 


r 


\>fnAr»4751 5TVR1 1 
JV1UUU4Z3 1 31-1 .D 1 1 


TTP9 Pn*mPo1rt« 

u L/Z-r nmv^oion. 


1 57£ 
13Z0 


198740 
1Z©/4;J 


1 7£7 TH4 <t-»43 994530 
1 /O /.lU4.gZ43_ZZ433y 


r 


■\/rnnn/i77^^ a ♦ , nn7 


TTP7 Dn'mr^Irtn 


1 577 
13Z / 


451089 

43 iyoz 


17/£7 AA5 rr-»A3 77/15/17 
1/0/ .A 1/3 .gZ43__ZZ434 / 


17 

r 


A KCi A f\A 7 5 1 5Tl ./^fV 1 

JV1UUU4Z3 1 3U .LrU 1 


ucz-rnincoion 


1 578 
13Zo 


44895 1 


1 7£7 t-Tfi5 fy»A3 794554 
1/0/ .riU3 .gZ43_ZZ4334 


rr 
r 


MUUU4Z /v>4V^.d1U 


ucz-rnmcoion 


1 570 


440437 
44V43 / 


17£7 TA5 rr-743 99455A 
1 /0 /.JU3.gZ43_ZZ4330 


r 


TV/f 0HH4 7 7^7A '"nn9 


TTP7 PnmP/\lnn 


1 53H 
13jU 


/18787£ 
4oZ5 /O 


17^7 1^05 rt»>43 994557 
1 /0 /.JSAJ3.gZ43_ZZ433 / 


r 


\/rnnn477AOR-T?i7 


1TP7 Dritwrrtlrtr, 


1 53 1 
1331 


451014 


1 7A7 Pfl£ *y>43 9945<5 
1 /0/.CU0.gZ43_ZZ4303 


r 


"Nyfnnni47755 A •TkHO 
MUUU4Z /33 A.i/Uy 


TT/^7 Pr4m/"WI,orV 

ucz-rruncoion 


1 537 
133Z 


48£547 
4o034/ 


1 7£7 TUfftA o-»43 774575 
1/0/ .MUo.gZ43_ZZ43 /3 


u 
r 


\AfifinA7773R-TJft8 


ucz-rnmuoioii 


1 533 
1333 


1 /y/Q{j 


1 7A7 A dl ct-rAI 994570 
1 /O /.AU / .gZ43_ZZ43 /y 


XT 

r 


Aiinnn/i 775 1 R«fW7 

JV1UUU4Z / 3 lo.LU / 


TTP7 PfJmP/0/\r» 


1 534 
1334 


454033 


1767 TH8 rv^/13 07/1 Af\3 
1 /O / .lUo.gZ43_ZZ40U3 


r 


JV1UUU4Z /OOo.VJl 1 


TTP7 PnmfVilsvM 


I 333 


470851 
4/yo31 


1 7A7 lffl8 rt«y43 774AH5 
1 /O / .rwUo.gZ4j_ZZ40U3 


r 


\/innn477A0P'Rn 1 

JVIUUU4Z / OVL/.13U 1 


1TP7 PrimPo.lr»r» 


1330 


4/UoWl 


1 7A7 0^0 rr«»43 974A1 7 
1 /O / .vjrUy.gZ4j_ZZ401 / 


TJ 

r 


Ayfnnn477A3R« A A3 


1TP7 Prim Pol on 


1 537 
133 1 


48A457 
45043/ 


17A7 TOO rr-»43 794A7A 
1 /O / JUy.gZ43_ZZ40ZU 


r 


\4nnn477#;8 a 'Wno 


TTP7 PrimPol/Yn 

ULz-r nrnv^o ion 


1 53ft 


470868 


17A7 TfOQ CTT43 774A91 
1 /0/.ivUy.gZ4J>__ZZ40Zl 


-p 
r 


\A OA0477 AQP PH^ 
ivlUUU4Z /OyV/.I3UO 


1TP7 Prim Pol on 

u i^z -ynin^/Oion 


1 530 


485880 


17A7P1HO-743 9 94690 


P 
r 


\400049755 A -TT04 
IV1UUU4Z / 33A.X1U4 


T TP7_PrimPolon 

u v/Z nrnv^oion 


1540 


456513 


1767 Til cr743 994659 


p 


"M00047768R-P09 
jviuuu*f/ / voD.rvjf 


1 7P7_Prim Prtlrwi 




473433 


1767 Oil o-y43 994657 
1 /O /.V^l 1 .gZ*rO Z/t03 / 


p 


M00049778 A -P04 


T TP9-PrimPolr\n 




48 1 504 


1767 P19 0*43 994661 


p 


\yfOOn49755P0TiO1 


I TP 9 -P ri m P/>1 nn 


1543 


477591 


1767 F19 &^43 994664 


Mr 


M0004976ir-Pr1 1 


T TP9-PrimPr»lr>n 


1 544 


485073 


1767 T 19 0743 994670 


P 


M00042771 R-fr05 


T TP9-p7-imPn1r»n 


1545 


480060 

40U7OV 


1767T313o>r43 994676 

I fKjf.DlJ .gZHO_Z/*rv) / O 


P 

r 


A4OOO49753R*P08 
1V1UUU4Z / 3 3D. VUO 


T TP 9 -Prim Pol on 


J. j to 


4409 7 5 


1767 A 14 d-743 994691 


p 


M0004975 1 n-no3 


T TP9-Pn'mPr%lojTi 


1547 


450551 


1 767.11 4.gz43 224699 


F 


M00042766D-C05 


UC2-PrimColori 


1548 


481057 


1767.M14.gz43_224703 


F 


M00042774B:C01 


UC2-PrimColon 


1549 


449076 


1767.D15.gz43_224710 


F 


M00042757A:H07 


UC2-PrimColon 


1550 


477098 


1767.E15.gz43_224711 


F 


M00042760A:G12 


UC2-PrimColon 


1551 


482486 


1767J15.gz43_224716 


F 


M00042768C:E06 


UC2-PrimColon 


1552 


449438 


1767.K15.gz43_224717 


F 


M00042770A:D02 


UC2-PrimColon 


1553 


448260 


1767.015.gz43_224721 


F 


M00042778B:B07 


UC2-PrimColon 


1554 


453385 


1767.P15.gz43_224722 


F 


M00042779D:D04 


UC2-PrimColon 
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-BNSDOCID: <WO_0214500A2_I_? 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID NO 




oE.\l iNAJVLb 


m>TT7KT 
UKlCi> 

T 


CLONE ID 


LIBRARY 


1555 


484355 


1 767 .A 1 6 .gz43_224723 


F 


M00042751D:F09 


UC2-PrimColon 


1556 


485882 


1 767. C 1 6.gz43_224725 


F 


M00042755B:H04 


UC2-PrimColon 


1557 


449592 


1767.L1 6.gz43_224734 


F 


M00042771D:F02 


UC2-PrimColon 


1558 


449261 


1 767.M 1 6.gz43_224735 


F 


M00042774C:B09 


UC2-PrimColon 


1559 


485907 


l767.Cl7.gz43_22474l 


F 


M00042755B:H11 


UC2-PrimColon 


1560 


474580 


l767.Fl7.gz43J224744 


F 


M00042761D:D12 


UC2-PrimColon 


1561 


448152 


l767.Nl7.gz43 224752 


F 


M00042776D:D01 


UC2-PrimColon 


1562 


474823 


l767.Pl7.gz43 224754 


F 


M00042779D:E06 


UC2-PrimColon 


1563 


453024 


l767.El8.gz43_224759 


F 


M00042760B:E12 


UC2-PrimColon 


1564 


479880 


I767.ll8.gz43_224763 


F 


M00042767A:B10 


UC2-PrimColon 


1565 


477399 


!767.Nl8.gz43_224768 


F 


M00042776D.-G10 


UC2-PrimColon 


1566 


485441 


l767.A!9.gz43_22477l 


F 


M00042751D.G09 


UC2-PrimColon 


1567 


485183 


l767.Bl9.gz43_224772 


F 


M00042753C:G12 


UC2-PrimColon 


1568 


452104 


l767.Cl9.gz43_224773 


F 


M00042755C:A10 


UC2-PrimColon 


1569 


449275 


l767.A20.gz43_224787 


F 


M00042752A:B04 


UC2-PrimColon 


1570 


447218 


l767.L20.gz43_224798 


F 


M00042772C:C12 


UC2-PrimColon 


1571 


472119 


l767.N20.gz43__224800 


F 


M00042777A:B10 


UC2-PrimColon 


1572 


482868 


I767.l2l.gz43_2248ll 


F 


M00042767B:E10 


UC2-PrimColbn 


1573 


455143 


!767.F22.gz43_224824 


F 


M00042762A:G02 


UC2-PrimColon 


1574 


484964 


I767.l22.gz43_224827 


F 


M00042767B:G04 


UC2-PrimColon 


1575 


448325 


l767.D23.gz43_224838 


F 


M00042758B:C06 


UC2-PrimColon 


1576 


484987 


I767.l23.gz43_224843 


F 


M00042767B:G09 


UC2-PrimColon 


1577 


475797 


I767.023.gz43_224849 


F 


M00042778D:F11 


UC2-PrimColon 


1578 


477757 


l767.P24.gz43_224866 


F 


M00042780A:H05 


UC2-PrimColon 


1579 


448233 


l778.D0l.gz43_225254 


F 


M00042842A:B12 


UC2-PrimColon 


1580 


475111 


l778.B02.gz43_225268 


F 


M00042838A:E02 


UC2-PrimColon 


1581 


449403 


l778.N02.gz43_225280 


F 


M00042859B:D06 


UC2-PrimColon 


1582 


449604 


l778.O02.gz43_22528l 


F 


M00042860D:F02 


UC2-PrimCoIon 


1583 


447983 


l778.F03.gz43_225288 


F 


M00042845C:A09 


UC2-PrimColon 


1584 


484091 


l778.O03.gz43_225297 


F 


M00042860D:F05 


UC2-PrimColon 


1585 


480900 


l778.J04.gz43_225308 


F 


M00042852B:C06 


UC2-PrimColon 


1586 


551811 


l778.K04.gz43_225309 


F 


M00042854A:B11 


UC2-PrimColon 


1587 


485841 


l778.L05.gz43_225326 


F 


M00042855B:H06 


UC2-PrimColoii 


1588 


476256 


l778.C07.gz43_225349 


F 


M00042839D:F02 


UC2-PrimColon 


1589 


447983 


l778.E07.gz43_22535l 


F 


M00042844A:D02 


UC2-PrimColon 


Ljy\J 




1 /78.K.l)7.gz43_225357 


F 


M00042854A:D05 


UC2-PnmColon 


1591 


484789 


1778.L08.gz43_225374 


F 


M00042855C:G11 


UC2-PrimColan 


1592 


449110 


1778.L09.gz43_225390 


F 


M00042855D:A12 


UC2-PrimColon 


1593 


451368 


1778.O09.gz43_225393 


F 


M00042861A:F04 


UC2-PrimColon 


1594 


449521 


1778.P09.gz43_225394 


F 


M00042862C:E02 


UC2-PrimColon 


1595 


727875 


1778.G10.gz43_225401 


F 


M00042847A:F04 


UC2-PrimColon 


1596 


449273 


1778.11 l.gz43_225419 


F 


M00042851A:B08 


UC2-PrimColon 



110 



BNSDOCID: <W0 021 4500 A2_L> 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1597 


449652 


1778.Mll.gz43_225423 


F 


M00042857C:G04 


UC2-PrimColon 

W \_/A> A A Alii, \Jl\JXX 


1598 


481664 


1778.Nll.gz43_225424 


F 


M00042859DD12 


UC2-PrimColon 


1599 


448230 


1778.E12.gz43_225431 


F 


M00042844CB03 


UC2-PrimColon 

UUii X lllliVsUAWAA 


1600 


485029 


1778.H12.gz43_225434 


F 


M00042849B-G06 

1 TAW \/ « A* W i ✓ A*/ «XJ W 


T ]C7-Vr\mCn\cm 


1601 


483274 


1778.112.gz43 225435 


F 


M00042851AE11 


Iiri-Primnolnii 

W vifc'i 1 XIIIwUaUaa 


1602 


644190 


1778.J12.gz43 225436 


F 


M00042853AG03 


UC2-PrimCnlfin 

VJ V/*. A 1 AlllVsVJlVXA 


1603 


725266 


1778K12ez43 225437 

A 9 § V>Hiw »fj £i*T *J AvA*»/~#/ f 


F 


M00042854BF05 




1604 


480005 


1778L12ez43 225438 


F 


M0004285SDB12 


V/ V^X"a 1 11 II VA^lUIl 


1605 


484841 


1778M12ez43 225439 

XI* IS • 1 fl X 4m , QXt~mJ AtAlv'Tj^ 


F 


M00042857C-G05 


T TP 7 -Prim Pnl atj 


1606 


480641 


1778N12ez43 225440 


F 


M00042860AC01 


Uva,"i iUflV/UIUII 


1607 


481319 


1778 013 ez43 225457 


F 


M00042 86 1 CP03 


T IP^-PrimrV^lnn 
uv4"f riiiiwuiuii 


1608 


387077 


1778 C14 cz43 225461 


F 


M00042840CB12 


T Tr^-pTimPx^lnn 

V/Z.-JT I JiliVAilUii 


1609 


456737 


1778L14ez43 225470 


F 


M00042855DD06 


T Ii n 7-Pr!Tiii r, olnTi 


1610 


479084 


1778 Ml 4 pz43 225471 

4. ' # O .1V11*T.££A.*T J Z>^w>*T / X 


F 

A 






1611 


484468 


1778 015 ez43 225489 


F 


M0004286 1 C-F07 


X Tr , 7«PrimlT!olnTi 

UvA*! aUIIVAJaVJ-U 


1612 


450673 


1778 C18 ez43 225525 


F 

A 


M0004284 1 BH05 




1613 


474597 


1778D18ez43 225526 


F 


M00O42843AEO7 




1614 


477593 


1778 E18 ez43 225527 

A f * U .Aj A V* .tLi*~*J f i r - 1 * 'fit 


F 


M00042844DH02 

ATA vVU7i07^Wil IVm 


U vi X illllwVUJll 


1615 


452990 


1778 118 ez43 225531 


F 


M00042851DB08 


T IC?-PriTiif , rilrm 

UvL"f lJXHV/VllLlll 


1616 


449407 


1778 018 ez43 225537 

A / Id. V/ A W .gti~J L1»J ml <J 1 


F 


M0004286 1 D-D09 


V/ V/X X 1 Alt 1 wVJIUll 


1617 


448104 » 


1778 E19ez43 225543 


F 


M00042845AB05 


\J V'Z. A AXlilwVJIUil 


1618 


453856 


1778 D22 ez43 225590 


F 


M00042843BF05 


T ir?-PriiTi rnlnn 

WV^Af X 1 AlilV'VJAUll 


1619 


475942 


1778 B23 cz43 225604 


F 


M00042839BF05 


T Jr^-PriiiiCnlnn 

\J V> A< X lAltlV/V/lVJIX 


1620 


639991 


1778 F23 bz43 225608 

XII «J . A .A«_/ ,£&£»"T«s jLI-w/ VUU 


F 


M00042846C-D09 


T IP^-PriiTifVilnn 


1621 


480640 


1778 023 ez43 225617 


F 


M00042862AP01 


T Tr?-pTimPn1nn 

kj r l u 1 1 v-'^juju 


1622 


472307 


1778C24ez43 225621 


F 


M00042842A-B04 


T JC2-Primr*o1on 

WWAr X J Ull V^UIVJU 


1623 


733806 


1780101 ez43 226027 


p 


M00056361AC01 


Uwi< A 1 All 1 V Ul UU 


1624 


732150 


1780E02ez43 226039 


F 


M000^63 S 6C H07 


T IC9-PrimCWnn 

U V/ii A 1 AllIVAJlVJll 


1625 


724907 


1780 K02 or43 226045 


F 


M0005636^A-r0fi 

i vx v/ v l» j w^y* 


T TP? -Prim Pnl rm 


1626 


724792 


1780 L02 ez43 226046 


p 


M00056364A-B04 


T JP2-Prim Pol on 


1627 


736210 


1780B04ez43 226068 


F 


M00056353CE12 


1 JC2 -PrimColon 


1628 


623978 


1780 G05 ez43 226089 


F 


M00056359A-C08 


UC2-Primrolon 

V/ V/« X A Alii VUi WAX 


1629 


600856 


1780 105 ffz43 226091 


F 


M00056361AH06 


T JC2-Primrolon 

iVV^Ar X 1 AlllV^Ui Ull 


1630 


364334 


1780 K05 ez43 226093 


F 


M00056363AE10 


UC2-PrimColon 

W vA» X A Ull V^xylV/Al 


1631 


661194 


1780.P05.gz43_226098 


F 


M00056368B:H09 


UC2-PrimColon 


1632 


416326 


1780,G06.gz43_226105 


F 


M00056359AF06 


. UC2-PriinColon 


1633 


727129 


1780.D07.gz43_226It8 


F 


M00056355D:A05 


UC2-PrimColon 


1634 


560859 


1780.O07.gz43_226129 


F 


M00056367C:D06 


UC2-PrimColon 


1635 


482831 


1780.P07.gz43_226130 


F 


M00056368C:E07 


UC2-PrimColon 


1636 


503862 


1780X08.gz43_226142 


F 


M00056364C:B01 


UC2-PrimColon 


1637 


468467 


1780.D09.gz43_226150 


F 


M00056355D:B08 


UC2-PrimColon 


1638 


594994 


1780.A10.gz43 226163 


F 


M00056352D:H02 


UC2-PrimColon 
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Table 2 





CLUSTER 


OT7/"\ XT A TV 4TH 

SEQ NAME 


1 


CLONE ID 


LIBRARY 


1639 


463966 


1780.C10.gz43_226165 


F 


M00056355A:C10 


UC2-PrimColon 


1640 


471646 


1780.110.gz43_226171 


F 


M00056361B:E02 


UC2-PrimColon 


1641 


731925 


1780.Bll.gz43_226180 


F 


M00056353D:D10 


UC2-PrimColon 


1642 


480924 


1780.Mll.gz43_226191 


F 


M00056365B:G10 


UC2-PrimColon 


1643 


517298 


1780.Pll.gz43_226194 


F 


M00056368D:D03 


UC2-PrimColon 


1644 


734150 


1780.F12.gz43_226200 


F 


M00056358A:G05 


UC2-PrimColon 


1645 


528981 


1780.H12.gz43_226202 


F 


M00056360B:D09 


UC2-PrimColon 


1646 


135364 


1780.112.gz43_226203 


F 


M00056361C:C06 


UC2-PrimColon 


1647 


511606 


1780.J12.gz43_226204 


F 


M00056362C:C02 


UC2-PrimColon 


1648 


1 552891 


1780.K14.gz43_226237 


F 


M00056363C:C12 


UC2-PrimColon 


1649 


730301 


1780.P14.gz43_226242 


F 


M00056368D.G05 


UC2-PrimColon 


1650 


480005 


1780.H15.gz43_226250 


F 


M00056360C:B01 


UC2-PrimColon 


1651 


588959 


1780.L15.gz43_226254 


F 


M00056364C:H08 


UC2-PrimColon 


1652 


557029 


1780.C16.gz43_226261 


F 


M00056355B:D02 


UC2-PrimColon 


1653 


553244 


1780.L17.gz43_226286 


F 


M00056364D:C05 


UC2-PrimColon 


1654 


456535 


1780.O20.gz43_226337 


F 


M00056368A:C11 


UC2-PrimColon 


1655 


728774 


1780.K22.gz43_226365 


F 


M00056363D:H03 


UC2-PrimColon 


1656 


724039 


1780.E23.gz43_226375 


F 


M00056357C:C06 


UC2-PrimColon 


1657 


732144 


1780.H23.gz43_226378 


F 


M00056360D:H10 


UC2-PrimColon 


1658 


724257 


1789.G01.gz43_226409 


F 


M00056375D:D12 


UC2-PrimColon 


1659 


474346 


1789.M01.gz43_226415 


F 


M00056384C:H04 


UC2-PrimColon 


1660 


376342 


1789.N01.gz43_226416 


F 


M00056386A:F08 


UC2-PrimColon 


1661 


475682 


1789.P01.gz43_226418 


F 


M00056388B:A05 


UC2-PrimColon 


1662 


734646 


1789.B02.gz43_226420 


F 


M00056370B:C10 


UC2-PrimColon 


1663 


186372 


1789.M02.gz43_226431 


F 


M00056384D:A04 


UC2-PrimColon 


1664 


736001 


1789.A03.gz43_226435 


F 


M00056369B:E03 


UC2-PrimColon 


1665 


487079 


1789.F03.gz43_226440 


F 


M00056374C:G08 


UC2-PrimColon 


1666 


460284 


1789.H03.gz43_226442 


F 


M00056377A:C01 


UC2-PrimColon 


1667 


725274 


1 789.103 .gz43_226443 


F 


M00056377D:F08 


UC2-PrimColon 


1668 


553035 


1789.N03.gz43_226448 


F 


M00056386A:G01 


UC2-PrimColon 


1669 


724009 


1789.P03.gz43_226450 


F 


M00056388B:B03 


UC2-PrimColon 


1670 


568484 


1789.B04.gz43_226452 


F 


M00056370B:E07 


UC2-PrimColon 


1671 


725321 


1789.L04.gz43_226462 


F 


M00056383B:F08 


UC2-PrimCoIon 


1672 


731542 


1789.K05.gz43_226477 


F 


M00056382C:F11 


UC2-PrimColon 


1673 


725448 


1789.L06.gz43_226494 


F 


M00056383B:G08 


UC2-PrimColon 


1674 


452806 


1789.N06.gz43 226496 


F 


M00056386B:A07 


UC2-PrimColon 


1675 


549790 


1789.L07.gz43_226510 


F 


M00056383C:E07 


UC2-PrimColon 


1676 


730660 


1789.N07.gz43 226512 


F 


M00056386B:A11 


UC2-PrimColon 


1677 


503625 ! 


1789.B08.gz43 226516 


F 


M00056370C:F01 


UC2-PrimColon 


1678 


725381 


1789.E09.gz43 226535 


F 


M00056373D:G01 


UC2-PrimColon 


1679 


649411 


1789.G09.gz43_226537 


F 


M00056376A:C10 


UC2-PrimColon 


1680 


729993 


1789.I09.gz43 226539 


F 


M00056378C:E10 


UC2-PrimCoIon 
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Table2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1681 


727523 


1789.M10.gz43_226559 


F 


M00056385A:A07 


UC2-PrimColon 


1682 


459918 


1789.N10.gz43_226560 


F 


M00056386B:D07 


UC2-PrimColon 


1683 


735649 


1789.Bll.gz43_226564 


F 


M00056370D:C06 


UC2-PrimColon 


1684 


734348 


1789.Fll.gz43_226568 


F ; 


M00056375A:D11 


UC2-PrimColon 


1685 


558412 


1 789.01 l.gz43_226577 


F 


M00056387C.-D01 


UC2-PrimColon 


1686 


724694 


1789.H12.gz43_226586 


F 


M00056377C:A01 


UC2-PrimColon 


1687 


723972 


1789.J12.gz43_226588 


F 


M00056382A:A12 


UC2-PrimColon 


1688 


623408 


1789.N12.gz43_226592 


F 


M00056386B:E09 


UC2-PrimColon 


1689 


640158 


1790.F01.gz43_226792 


F 


M00056394C:D07 


UC2-PrimColon 


1690 


725095 


1790.J02.gz43_226812 


F 


M00056398C:D10 


UC2-PrimColon 


1691 


562769 


1790.O02.gz43_226817 


F 


M00056404D:G03 


UC2-PrimColon 


1692 


479851 


1790.L03.gz43_226830 


F 


M00056400C:G04 


UC2-PrimColon 


1693 


481077 


1790.N03.gz43_226832 


F 


M00056403C:F02 


UC2-PrimColon 


1694 


656268 


1790.K04.gz43_226845 


F 


M00056399D:C11 


UC2-PrimColon 


1695 


724411 


1790.N04.gz43_226848 


F 


M00056403C:F03 


UC2-PrimColon 


1696 


640261 


1790.N05.gz43_226864 


F 


M00056403C:F12 


UC2-PrimColon 


1697 


426297 


1790.D07.gz43_226886 


F 


M00056392D:C05 


UC2-PrimColon 


1698 


649591 


1790.M07.gz43_226895 


F 


M00056402C:B09 


UC2-PrimCo]on 


1699 


729111 


1790.D08.gz43_226902 


F 


M00056392D:H02 


UC2-PrimColon 


1700 


733563 


1790.G08.gz43_226905 


F- 


M00056396A.D03 


UC2-PrimColon 


1701 


729637 


1790.A10.gz43_226931 


F 


M00056389B:H03 


UC2-PrimColon 


1702 


726494 


1790.K10.gz43_226941 


F 


M00056400A:D08 


UC2-PrimColon 


1703 


724714 


1790.M10.gz43_226943 


F 


M00056402D:A01 


UC2-PrimColon 


1704 


543323 


1790.P10.gz43_226946 


F 


M00056406C.D09 


UC2-PrimColon 


1705 


556769 


1790.Bll.gz43_226948 


F 


M00056390C:B08 


UC2-PrimColon 


1706 


209 


1790.Mll.gz43_226959 


F 


M00056402D:B07 


UC2-PrimColon 


1707 


724914 


1790.B12.gz43_226964 


F 


M00056390C:C04 


UC2-PrimColon 


1708 


614463 


1790.D12.gz43_226966 


F 


M00056393A-.G06 


UC2-PrimColon 


1709 


474981 


1790.G12.gz43_226969 


F 


M00056396A:G10 


UC2-PrimColon 


1710 


729950 


1790.L12.gz43_226974 


F 


M00056401A.-F09 


UC2-PrimCQlon 


1711 


640756 


1790.N12.gz43_226976 


F 


M00056404A:G03 


UC2-PrimColon 


1712 


449228 


1790.O13.gz43_226993 


F 


M00056405C:H04 


UC2-PrimColon 


1713 


423420 


1790.P13.gz43_226994 


F 


M00056406C.-F12 


UC2-PrimColon 


1714 


727150 


1790.C14.gz43_226997 


F 


M00056391C:H12 


UC2-PrimColon 


1715 


503173 


1790.E14.gz43_226999 


F 


M00056394B:C11 


UC2-PrimColon 


1716 


188309 


1790.N14.gz43_227008 


F 


M00056404B:B06 


UC2-PrimColon 


1717 


448758 


1790.J15.gz43_227020 


F 


M00056399B:G09 


UC2-PrimColon 


1718 


735234 


1790.L15.gz43_227O22 


F 


M00056401B:B01 


UC2-PrimColon 


1719 


483147 


1790.PI5.gz43_227026 


F 


M00056407A:D10 


UC2-PrimColon 


1720 


642985 


1790.G16.gz43_227033 


F 


M00056396B:E10 


TJC2-PrimColon 


1721 


725451 


,1790.K16.gz43_227037 


F 


M00056400A.G10 


UC2-PrimColon 


1722 


729809 


1790.P16.gz43_227042 


F 


M00056407A:G03 


UC2-PrimCoIon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEONAME 


T 




T TOT? A PV 


1 793 


*»yj /IZ 


170A AIT r>^A1 OOOA/fQ 

1 /yU.Al /.gZ43_ZZ /043 


F 


M00056389D:F01 


V 1/ia ■»> • y*i « 

UC2«PnmColon 


179 A 


730.0/18 


1 /yU.Ul /.gz43_ZZ7057 


F 


M00056405D:E05 


UC2-PnmColon 


179^ 


4j / jUo 


1 OQA Pi 0 0 OTOAiCI 

l/yu.Clo.gz43 22/061 


F 


X fAAAf /1A1 TN .PA/ 

M0005639lD:E06 


UC2-PrimColon 


1 /ZO 


41 /j4y . 


1 OAA \ K 1 O -w—jIO o 1 TA1 1 

1790. M 1 8 .gz43J22707 1 


F 


M00056403A:E09 


UC2-PrimColon 


1 797 
It LI 


/ZD4D4 


1 OAA T?1A ft-/C5 OOOAOA 

1 /y0.bl9.gz43_227079 


F 


HifAAAr/oAifn /— » f\ *» 

M00056394B:G05 


UC2-PrimColon 


1 798 
1 /Zo 


44ool / 


1 on a ~__y1 O OOOAAO 

1 /y0.C20.gz43 227093 


F 


M00056392A:F06 


UC2-PrimColon 


1 /Zy 


/Z6411 


1 OAA /"\OA /to ooni/\t 

1790.U20.gz43 227105 


F 


M00056406A:C02 


UC2-PrimColon 


I /3U 


jj5 /y4 


1 OAA T\0 1 A 1 OOOIIA 

1 790.D2 1 .gz43 227 110 


F 


M00056393D:A09 


UC2-PnmColon 


i ni 1 
I /31 


gZA 1 /COO 

041 oo7 


1 OAA 15 O 1 - A OOTI^O 

1 790.P2 1 .gz43227 122 


F 


M00056409A:C03 


UC2-PrimColon 


1 020 

I /3Z 


/33o43 


1 790 .N22 .gz43227 136 


F 


* M /\ f \ t\ f J*" A t\ At aK\ Af*\ « 4^. 

M00056404C:C12 


UC2-PrimColcm 


i nil 
1 /33 


cniliZA 

5Z3364 


1 OAA T?00 ~ — A OOOIvIjI 

1 790. r 23.gz43 227 144 


F 


M00056395C:H03 


UC2-PrimColon 


1 /34 


40o4o/ 


1 790.M23 .gz43 227 1 5 1 


F 


M00056403B:D09 


UC2-PrimColon 


1 O0< 


vlAOOAA 


1 OAA f\"l*5 a o ontM 

1 790.023 .gz43_227 153 


F 


M00056406AJB01 


UC2-PrimColon 


1 OOaC 

1 /3o 


/lOA/l/CO 

4/0462 


1 790 .P23 .gz43_227 1 54 


F 


M00056409A:D03 


UC2-PiimColon 


i nm 

1737 


11 or i 4 

! 118514 


1 OAA T"\0 vl ^ d O O O^J 1 A? O 

1 790.D24.gz43_227 158 


F 


M00056393D:C12 


UC2-PrimColon 


i o^q 
1 /jo 


732821 


1 790 .r 24.gz43_227 1 60 


F 


M00056395D:B01 


UC2-PrimColon 


1 O^ A 

1739 


A /IOOOO 

447222 


1 OAA Ti*"0 >l 4^ O^TI/f 

1790,K24.gz43_227165 


F 


M00056400C:B11 


UC2-PrimColon 


1 HA A 
1 /40 


OOAOOA 

729779 


1 OAA \ M*\ A A ^ 

1790.M24.gz43_227l67 


F 


M00056403B:G12 


UC2-PrimColon 


1741 


727633 


1 OAA ¥YO A ^ A+i O^IITA 

1 790.P24 .gz43_227 1 70 


F 


M00056409A:D06 


UC2-PrimColon 


i nAn 
1 /4Z 


475797 


lOAt T? A 1 ^ A O OOOIT^ 

1791 .FO 1 .gz43 227 176 


F 


M00056415A:D03 


UC2-PnmColon 


1743 


648170 


1 79 1 .GO 1 .gz43_227 1 77 


F 


M00056416B:B11 


UC2-PrimColon 


1 HA A 
1 /44 


472684 


1 O A 1 T A 1 A 1 ^1TT7n 

1 79 1 .10 1 .gz43 227 179 


F 


M00056418A:G09 


UC2-PrimColon 


1 HA C 

1745 


477718 


l79l.O02.gz43_22720l 


F 


M00056423D;H07 


UC2-PrimColon 


1746 


729784 


1791 .A03.gz43_227203 


F 


M00056409B:C12 


UC2-PrimColon 


1 0>1 O 

1747 


ao Am 

402471 


1 79 1 .F03 .gz43227208 


F 


M00056415B:B10 


UC2-PrimColon 


1 O/l O 

1748 


453762 


1791. K03 .gz43_2272 1 3 


F 


M00056419D:G04 


UC2-PrimColon 


1 0>l A 

1749 


511149 


1791 .M03 .gz43_2272 1 5 


F 


M00056422B:A08 


UC2-PrimColon 


1 OCA 

1750 


727090 


1791 .G04.gz43_227225 


F 


M00056416B:H01 


UC2-PrimColon 


1751 


560957 


1 791 .K04.gz43_227229 


F 


M00056420A:C01 


UC2-PrimColon 


1 OaTO 

1752 


727845 


1791.M04.gz43_227231 


F 


M00056422B:C12 


UC2-PrimColon 


1 OC2 

1753 


a^/IO 1 OA 

642170 


tOAl T_TA^ yl O OOOIjII 

1 79 1 .H05 .gz43_227242 


F 


> J"A AAf / 1 < T%/\^ 

M000564l7B:D05 


UC2-PnmColon 


1 OATvf 

1 /54 


1 OQO/I A 

128749 


lOAl T/Af ^ >|«5 0000>l£ 

1791 .K05 .gz43_227245 


F 


M00056420A:Cl2 


UC2-PrunColon 


i ncc 
1755 


OOaC £00 

736632 


ioai nnc ^ yi <■> iTj^r a 

1791 .P05 .gz43_227250 


F 


M00056424D:C08 


UC2-PnmColon 


1 OC£ 

1 /5o 


542957 


IOAI TAT . A O OOOOT^ 

1791.J07.gz43_227276 


F 


Tk f AAAf / J i A A T^/\ft 

M000564l9A:F08 


UC2-PnmColon 


i nzn 
1 /d 1 


111 A AA 

733490 i 


TOAl HAO - >IO 000*"IAT 

1791 .008. gz43_227297 


F 


M00056424A:F05 


UC2-PnmColon 


1 I JO 




1701 OOQ o7/l^ 997^n 


X? 

r 


IVIVJUU^ D4Z4 A . r 1 Z 


u L/Z-r nini^oioii 


1759 


562137 j 


1791.Lll.gz43_227342 


F 


M00056421C:E06' 


UC2-PrimColon 


1760 


729199 


1791.G12.gz43_227353 


F 


M00056416D:C08 


UC2-PrimColon 


1761 


730178 


1791.L12.gz43_227358 


F 


M00056421C:E12 


UC2-PrimColon 


1762 


435349 


1791.G13.gz43_227369 


F 


M00056416D:D12 


UC2-PrimColon 


1763 


723963 


1791.P13.gz43_227378 


F 


M00056425B:B02 


UC2-PrimColon 


1764 


725408 


1791.H14.gz43_227386 


F 


M00056417C:G10 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


0RD3N 
T 


CLONE ID 


LIBRARY 


1765 


500253 


1791.L14.gz43_227390 


F 


M00056421CH01 


UC2-PrimColon 

V V><£> X XXXllV^UiiV^XX 


1766 


644723 


1791N14ez43 227392 


F 


M00056423C-G05 


Ur2-Prim Colnn 

CV/Ar XT X 1X1 iVA/ivll 


1767 


474965 


1791 Ml 5 ez43 227407 

X / S X ilTl A —/ ifitiT./ fail r / J V f 


F 


M00056422C-B10 


T Tr?-Pnmr!n1nn 

UV^ X X ill 1V>W1\JXX 


1768 


724024 


1791 N17 ez43 227440 


V 

X 


M00056423D-B06 


W \*»£* x I xiliV^UlUil 


1769 


27083 


1791 D18ez43 227446 


F 


M00056413BD07 


T IP?-PnmrVi1nn 

UvZ> f 1 XIIIW^/XWXX 


1770 


720800 


1791 El 8 ez43 227447 


V 

X 


M00056414C-H08 


Ur2-PrimColon 


1771 
x / / x 


778086 


1701 G18&743 277440 

1 /71,VJ10.gXi*tJ XX. / *T*t7 


y 


M0005641 6D-H1 0 

IVIvvUJUt x U17 .XT, X v 


T TP?-PrimPnlnn 
\J x IXIIIVA/IUIX 


177? 
lit/* 


640744 


7701 A1Qo743 777450 


V 

r 


M0005641 OA- A04 


T TP?-PrTmrVi1rin 
\J v/Z xXXXIXV^UlUXX 


1773 


703078 


1701 B10 &?43 777460 
1 jy 1 ,x> x 7 .gZHj z.z / *tuu 


V 
r 


M0005641 1R-D01 

1VXUUvJO*tX ID.l/vl 


T TP? -PrimPnl r»n 

U V/Z~i IxxTlV^UlUIl 


1774. 


775408 


1701 O10o743 777473 


T7 

r 


A4000564?4P , 'R1 0 


T TP? -PrimfYilnn 


1775 

X 1 f J 


775407 


1701 T-T70 0743 77748? 


V 

17 


M0005641 7D(tO0 

lYXUv/VJOtX / JL/.\Ju/ 


T TP?-PrhnPn1nn 
vj L/Z""jr ixinVsUluix 


1776 


716507 


1701 K71 cr743 777501 

X /^l .1\Z X ,gZ*t J __ZZ / JVJX 


17 
r 


■M00056470P-F08 


\J V-/Z~x XXlIlV^UlUiX 


Mil 
x 1 1 1 


555350 


1701 H71 ot43 777505 
X / y l .uz X ,gz*t j__zz / j u j 


v 
r 


M0005 6474P *F0? 


1 TP 9 _P rim Pr\tr*r» 


1 778 
1 / / o 


774773 

1 LH 1 ID 


1701 P9? OT43 777500 


r 


M0005641 7R-P08 
lVIVU V J D*t X Z Xj .DuO 


T TP?-Prrmf"V%1n« 

u Lz*r nniLA}i on 


1770 


774770 


1701 P77 0743 77757? 
x /yx.x^z.gzHo ZZ/ JZZ 


p 
r 


"Mn0056475ii , ii08 
1VXU UU-J D*tZ J XJ .uvo 


T TP7JPi-imPnlnn 

\j i^z-jr nm vajioh 


I / OU 


641383 


1701 A93 <yy43 777573 
X /S^x .rVZ O .gZHJ X*itfj£.D 


17 

r 


\A000 5 64 1 0"R • A 00 

1VX v UUjUHIUD .nv7 


T TP? -PrimPr\1rvn 


i/Ol 


567581 


1701 KT73 cr743 277533 


r 


M00056470D- A00 

IVxvvV*' v"fcvl/.rtv7 


1 TP?-PrimPnlnn 
^ X 1 XXI 1 vuiuu 


1 78? 
1 /oZ 


/ZO /Oo 


1701 977538 


V i 


M00056475I1-H01 
1VX uUU J OtZ^l-/ .XxU x 


T TP?-PrimPnlr»ri 

u lz - JT nniVvOxuxx 


1783 


770570 


17Q1 1474 or43 777546 


r 


\/I0005641 8A*fr01 

1VXU w J Ut X OjTV.VJ \J X 


T TP? -Prim Pol nn 
U l^Z"X7 IXIXXV/UXUXI 


1 /OH 


408 104 


17Q1 T 74 »?43 777550 


r 


M0005647? AF07 


T TP7 -PrimPnl on 


1785 


788134 


1701 N?4 D743 77755? 




M00056423D-F1 0 


T TP7-PnTnPnlnn 
\j r i ii iiv^ui vxi 


1786 


553083 


1707P01O743 77758? 


F 

X7 


M0005 6486R fr02 


T TP7-PrimPnlnn 


1787 

X / O f 


774400 


170? F03 0743 777603 


F 

X7 


M00056433BA00 

ivx V \J\JJ \J*tj J Xj t r\\j y 


T TP? -Prim Pnl nn 

\J \*r£* x L UliV/UlUxl 


1788 

X / OO 


645476 

VJf^** l\J 


170? T05 0743 777640 


F 

X7 


M00056470P-F04 
ivxv/v/uj ut / y\*f.i-i\j*T 


T TP? -Prim Pnl nn 

UVX JT 1 illlvAJlUJU 


1780 

1 / O? 


5561 15 

JJU1 1 J 


17Q7 D06 C743 777650 

X / j7Z.X-»Uv.gZ*T.7__ZZ /UJU 


F 


M00056432A-A01 


T TP ? -P n m Pnl nn 


17Q0 


734787 

/ JtZO / 


17O7PO6 0743 77765? 

X iyZ>.x\)\J.^CrrD ZZ /UJZ 


F 


M00056434C-B01 


T TP?-PfnmP.nlnn 

vJ W r 1 IxllvA/lV/ll 


1701 
x /yx 


775584 


170? T07 0743 777671 


F 


M00056478C-H01 


T TP7-PriTnPn1nn 


1707 

X /7A 


775006 


1 70? P07 0743 777678 

X / 7Z.JT U / .gZtv^ZZ / u / O 


F 

X7 


M00056486D-A1? 

1V1 U UU J vJ*t O \JXJ ,x\ X Z 


ITP?-PrimPn1nn 
vj v^z M x xini v/Uxuu 


1703 
i iyj 


731 1 58 

IDX X JO 


170? A00 0743 777605 


F 


M00056426B-G1 2 


1 TP?-PriTnPnlnn 


170d 


50? 1 86 


1 70? F*00 0743 777606 


F 


M000564?8A*F10 


I TP? -Prim Pnlon 

XJ V-/^ X X 11 UvUi Wttl 


1705 


457618 


1 702 MOO 0z43 727707 


F 


M00056483AF10 


UP2-PrimPnlon 

V/ X 1 1X1 IVUlvl 1 


1706 

x / yyj 


775738 


170? G10 0743 727717 

X # -7Z.VJ 1 U.gitJ X*t* till 


F 

X 


M00056476CE05 


I TP2-PrimPnlon 

\J VsAr 1 X XXil V/V/lWXl 


1707 
X / 


777048 

/ Z / 3**tO 


170? P10 0743 777776 

X /^Z.rlU.gctj ZZ / /Zv/ 


F 


M00056486D-F04 


T TP? -Prim Pnl on 

KJ \*i£» X X XlLl\^\Jl\JXX 


1708 
x / yo 


457081 


170? All 0743 777727 


F 


M00056426r-G05 


\ TP2-PrimP-n1nii 

\J V^Z> X 1 XI 1 1 \*f\JX\JXl 


1799 


710362 


1792.B1 1 .gz43_227728 


F 


M00056428B:B01 


UC2-PrimColon 


1800 


480005 


1792.Cll.gz43_227729 


F 


M00056429D:E02 


UC2-PrimColon 


1801 


471931 


1792.Pll.gz43_227742 


F 


M00056487A:C10 


UC2-PrimColon 


1802 


725454 


1792.H12.gz43_227750 


F 


M00056477C:G09 


UC2-.PrimColon 


1803 


729584 


1792.112.gz43_227751 


F 


M00056478D.G02 


UC2-PrimColon 


1804 


725210 


1792.N12.gz43_227756 


F 


M00056484B:E11 


UC2-PrimColon 


1805 


462687 


1792.P12.gz43_227758 


F 


M00056487A:D01 


UC2-PrimColon 


1806 


724183 


1792.M13.gz43_227771 


F 


M00056483B:E04 


UC2-PrimColon 
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ID NO 

lis i > \y 






/"I'DTCAT 

UKJJblN 

T 
I 


CLONE ID 


LIBRARY 


1807 


724390 


1792.M14.gz43_227787 


F 


M00056483B:F04 


UC2-PrimColon 


1808 


647375 


1792.G16.gz43__227813 


F 


M00056476D:H11 


UC2-PrimColon 


1809 


736751 


1792.G17.gz43_227829 


F 


M00056477A:B11 


UC2-PrimColon 


1810 


725348 


1792.P17.gz43_227838 


F 


M00056487A.F05 


UC2-PrimColon 


1811 


481594 


1792.L18.gz43_227850 


F 


M00056482B:B11 


UC2-PrimColon 


1812 


675299 


1792.N18.gz43_227852 


F 


M00056484D:D01 


UC2-PrimColon 


1813 


734646 


1792.K19.gz43_227865 


F 


M00056481A:F02 


UC2-PrimColon 


1814 


453713 


1792.L20.gz43_227882 


F 


M00056482B:C09 


UC2-PrimColon 


1815 


724183 


1792.M20.gz43__227883 


F 


M00056483C:D06 


UC2-PrimColon 


1816 


730282 


1792.M24.gz43J227947 


F 


M00056483D:F06 


UC2-PrimColon 


1817 


733006 


180LD01.gz43J227954 


F 


M00056491B:B09 


UC2-PrimColon 


1818 


733151 


1801.101.gz43_227959 


F 


M00056496D:B12 


UC2-PrimColon 


1819 


734261 


1801J01.gz43_227960 


F 


M00056497C:D05 


UC2-PrimColon 


1820 


514142 


1801.K01.gz43_227961 


F 


M00056498D.C01 


UC2-PrimColon 


1821 


471232 


1801.M01.gz43_227963 


F 


M00056501B:B09 


UC2-PrimColon 


1822 


447785 


1801.D02.gz43_227970 


F 


M00056491B:E02 


UC2-PrimColon 


1823 


523753 


1801J02.gz43_227976 


F 


M00056497C:E01 


UC2-PrimColon 


1824 


451383 


1801.M02.gz43_227979 


F 


M00056501B:C07 


UC2-PrimColon 


1825 


635951 


1801.K03.gz43_227993 


F 


M00056499A:A04 


UC2-PrimColon 


1826 


731820 


1801.A04.gz43_227999 


F 


M00056487C.E03 


UC2-PrimColon 


1827 


446928 


1801.E04.gz43_228003 


F 


M00056492B:D06 


UC2-PrimColon 


1828 


732598 


1801.P04.gz43J228014 


F 


M00056504B:B01 


UC2-PrimColon 


1829 


725434 


1801.B05.gz43_228016 


F 


M00056488B:G10 


UC2-PrimColon 


1830 


460690 ! 


1801.G05.gz43_228021 


F 


M00056495A:C02 


UC2-PrimColon 


1831 


611604 


1801J05.gz43_228024 


F 


M00056497D:C11 


UC2-PrimColon 


1832 


635951 


180LL05.gz43_228026 


F i 


M00056500A:G12 


UC2-PrimColon 


1833 


429191 


1801.B06.gz43_228032 


F 


M00056488B:H04 


UC2-PrimColon 


1834 


640116 


180LO06.gz43_228045 


F 


M00056503B:G11 


UC2-PrimCoIon 


1835 


734043 I 


1813.H05.gz43__229558 


F 


M00056576A:A04 


UC2-PrimColon 


1836 


508210 


1813.I06.gz43J229575 


F 


M00056577A:F10 


UC2-PrimColon 


1837 


11632 


1813.O07.gz43_229597 


F 


M00056585C:C08 


UC2-PrimCoIon 


1838 


475757 


1813.H08.gz43_229606 


F 


M00056576A:E01 


UC2-PrimColon 


1839 


729281 


1813.J10.gz43_229640 


F 


M00056578D:A02 


UC2-PrimColon 


1840 


733970 


1813.N10.gz43_229644 


F 


M00056584C:A06 


UC2-PrimColon 


1841 


727410 


1813.A13.gz43_229679 


F 


M00056567A:H06 


UC2-PrimColon 


1842 


465446 


1 8 1 3 .L 1 3 .gz43_229690 


F 


M00056581D.A08 


UC2-PnmColon 


1843 


511351 


l8l3.Ml3.gz43_22969l 


F 


M00056583C:A05 


UC2-PrimColon 


1844 


733664 


I8l3.l20.gz43_229799 


F 


M00056577D:F08 


UC2-PrimColon 


1845 


548893 


l8l3.C22.gz43_229825 


F 


M00056570A:D09 


UC2-PrimColon 


1846 


513540 


l8l3.H22.gz43_229830 


F 


M00056576C:G01 


UC2-PrimColon 


1847 


725759 


I8l3.l22.gz43_22983l 


F 


M00056578A:B05 


UC2-PrimColon 


1848 


726104 


!8l6.Cl9.gz43_230929 


F 


M00056633D:E05 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1849 


482868 


1816.E19.gz43_230931 


F 


M00056636C:H05 


UC2-PrimColon 


1850 


727332 


1816.I19.gz43 230935 


F 


M00056641CG09 


UC2-PriiiiColoii 


1851 


727078 


1816K19az43 230937 


F 


M00056644CB03 


UC2-PrimColon 


1852 


727108 


1816L19cz43 230938 


F 


M00056645DE06 


UC2-PrimColon 


1853 


736325 


1816B20ez43 230944 


F 


M00056632CE03 


UC2-PiimColon 


1854 


726818 


1816 J20 ez43 230952 


F 


M00056642DC05 


UC2-PriinColon 


1855 


724083 


1816M20ez43 230955 


F 


M00056646DE03 


UC2-PrimColon 


1856 


724565 


1816N20ez43 230956 


F 


M00056648BC08 


UC2-PrimColon 


1857 


207530 


1816O20ez43 230957 


F 


M00056650AE01 


UC2-PrimColon 

V«/X# X 1 illJl vvlVU 


1858 


13611% 


1816 C21 ez43 230961 


F 


M00056634AC06 


UC2-PrimColon 

\J\m*i* A J 1111 VViVU 


1859 


559684 


1816 E21 ez43 230963 


F 


M00056636DF03 


UC2-PrimColon 

Vri/ V^/X# X X XX±±\t^\J X\JXX 


1860 


726494 


1816 B22 ez43 230976 


F 


M00056632CH08 


I Jf , 2-PrimColnn 


1861 


419711 


1816G22ez43 230981 


F 


M00056639AF11 


I Jr2-PrimCnlnn 

\J\j+» X 1 UllV<VlwU 


1862 


377935 


1816 M22 i?z43 230987 


F 


M00056646DF07 


T 7r2-PrimCo1on 


1863 


726448 


1816 C23 oz43 230993 


F 


M00056634AG1 1 


T IP 9 -Prim P.nl on 


1864 


215249 


1816 G23 ez43 230997 


F 


M00056639AH12 

J tX UVUJUUJ *SjX .X X X 4* 


UC2-PrimColoii 


1865 


735397 


1816N23oz43 231004 


F 

X 


M00056648BF09 


X IP2-PritTiCfilfm 

\J \sJ* x X iXll\-HJHJJX 


1866 


727175 


1816 023 ez43 231005 


F 

X 


M00056650B-ril 


T TP 9 -P rim Pnl rm 




731966 


1816P23ez43 231006 


F 

XT 


M00056651BE12 


T IP9 -PrimPolon 

W WZ> XT X Xlll 




727944 


1816B24&243 231008 


F 

X 


M00056632D*E02 

i VI UvUJUu J . X~*\J X- 


t JP9-PrimPo1on 

UVyL X 1 Xlll V/VlV/11 


1869 


730596 


1816 M24 e743 231019 


F 

X 


M00056647A*F06 


I IP9-PriTnPn1nn 


1870 


725607 


1825N13ez43 231278 


F 

X 


M00056667AA12 


tTP2-PrimC!n1on 

Uv« X llXilV^UlWU 


1871 

lO/X 


45934 


1875 P13<y?43 931230 


F 

X7 


M00056670AG02 


T TP 9 -PrimPnlnn 

vva * XXlltwvAUXI 


1879 


484087 


1825 F14Q743 931236 


F 

X 


M00056658A*F1 1 


T TP9 -Prim Pol nn 

vJ V>Z« X i XlllWwlUIX 


1873 


481592 


1825 Ml 4 ez43 231243 


F 


M00056666AC04 


t IP2-PrimPolon 


1874 


735605 


1825 014 £743 231245 


F 


M00056668DE03 


T IP9 -PrimPnlnn 

v 1 XXXllvyV/lVJ'JLX 


1875 


734184 


1825 PI 4 cz43 231246 


F 


M00056670BA12 


T TP2-PrimPnlon 


1876 


477718 


1825 E16 ez43 231267 


F 


M00056657A*F06 


UC2-PrimColon 

1- 11111VA/1VU 


1877 

X O / / 


552927 


1825F16ez43 231268 


F 


M00056658BC03 

lUV \J\J^F \J\XmS UXV » 


UC2-PrimColoii 

VVi i> iliiivviwii 


1878 


719620 


1825J16ez43 231272 


F 


M00056663A:B02 


UC2-PrimColoii 


1879 


27083 


1825M16ez43 231275 


F 


M00056666A:D09 


UC2-PrimColon 


1880 


478458 


1825 P17 ez43 231294 


F 


M00056670B:G05 


UC2-PrimColon 


1881 


448104 


1825L19az43 231322 


F 


M00056664DH06 

xtx v w*^ V W #X^ »X X V V 


UC2-PrimColoii 

\*S X X XX H VvAVU 


1882 


729675 


1825J20.gz43 231336 


F 


M00056663A-.H09 


UC2-PrimColon 


1883 


730570 


1825.B2Lgz43J231344 


F 


M00056653D:F07 


UC2-PrimColon 


1884 


727108 


1825.D21.gz43_231346 


F 


M00056656A:E01 


UC2-PrimColon 


1885 


447074 


1825.I2Lgz43_231351 


F 


M00056661D:D06 


UC2-PrimColon 


1886 


463741 


1825.F22.gz43_231364 


F 


M00056658C.B12 


UC2-PrimColon 


1887 


732351 


1825.N22.gz43_231372 


F 


M00056667D.E05 


UC2-PrimColon 


1888 


727343 


1825.L23.gz43_231386 


F 


M00056665A:G08 


UC2-PrimColon 


1889 


736415 


1825.B24.gz43_231392 


F 


M00056654A:A07 


UC2-PrimColon 


1890 


554597 


1825.O24.gz43_231405 


F 


M00056669B:E10 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1891 


723914 


1826.A13.gz43 231599 


F 


M00056672A:E05 


UC2-PrimColon 


1892 


734622 


1826.C14.gz43_231617 


F 


M00056674D:E09 


UC2-PrimColon 


1893 


645925 


1826.114.gz43_231623 


F 


M00056683B:H04 


UC2-PrimColon 


1894 


641777 


1826.D16.gz43_231650 


F 


M00056676B:G12 


UC2-PrimColon 


1895 


734828 


1826.E17.gz43_231667 


F 


M00056678B:E11 


UC2-PrimColon 


1896 


381623 


1826.117.gz43_231671 


F 


M00056683C:H10 


UC2-PrimColon 


1897 


517274 


1826.J17.gz43_231672 


F 


M00056685A:H11 


UC2-PrimColon 


1898 


446575 


1826.C18.gz43_231681 


F 


M00056675A:C02 


UC2-PrimColon 


1899 


725899 


1826.D18.gz43_231682 


F 


M00056676C:B04 


UC2-PrimColon 


1900 


492094 


1826.M19.gz43_231707 


F 


M00056689B:F03 


UC2-PrimColon 


1901 


736246 


1826.E20.gz43 231715 


F 


M00056678B:H02 


UC2-PrimColon 


1902 


473238 


1826.J20.gz43_231720 


F 


M00056685B:G04 


UC2-PrimColon 


1903 


730829 


1826.K20.gz43_231721 


F 


M00056686D:E04 


UC2-PrimColon 


1904 


726722 


1826.A21.gz43_231727 


F 


M00056672D:B08 


UC2-PrimColon 


1905 


492629 


1 826.021. gz43__23 1741 


F 


M00056692A:A05 


UC2-PrimColon 


1906 


730664 


1826.E22.gz43_231747 


F 


M00056678C:A12 


UC2-PrimColon 


1907 


729387 


1826.G22.gz43 231749 


F 


M00056681A:E06 


UC2-PrimColon 


1908 


546121 


1826.A23.gz43_231759 


F 


M00056672D:E04 


UC2-PrimColon 


1909 


513156 


1826.C23.gz43_231761 


F 


M00056675A:G02 


UC2-PrimColon 


1910 


728791 


1826.G24.gz43 231781 


F 


M00056681B:A11 


UC2-PrimColon 


1911 


559610 


1826,I24.gz43_231783 


F 


M00056684B.B12 


UC2-PrimColon 


1912 


729205 


1 826. J24.gz43_23 1784 


F 


M00056685C:G07 


UC2-PrimColon 


1913 


561301 


1827.C01.gz43_231793 


F 


M00056695C:C04 


UC2-PrimColon 


1914 


728556 


1827.E01.gz43_231795 


F 


M00056697C:H10 


UC2-PrimColon 


1915 


640458 


1827.101.gz43_231799 


F 


M00056701C:G09 


UC2-PrimColon 


1916 


650136 


1827.K01.gz43_231801 


F 


M00056703C:F04 


UC2-PrimColon 


1917 


288801 


1827.L01.gz43_231802 


F 


M00056704D:H10 


UC2-PrimColon 


1918 


648777 


1827.M01.gz43_231803 


F 


M00056706A:B05 


UC2-PrimColon 


1919 


728196 


1827.G02.gz43_231813 


F 


M00056699C:F09 


UC2-PrimColon 


1920 


644354 


1827.102.gz43_231815 


F 


M00056701D:C03 


UC2-PrimColon 


1921 


419465 


1827.M02.gz43_231819 


F 


M00056706A:E09 


UC2-PrimColon 


1922 


558317 


1827.P02.gz43_231822 


F 


M00056708C:F11 


UC2-PrimColon 


1923 


693869 


1827.B03.gz43_231824 


F 


M00056694A.G03 


UC2-PrimColon 


1924 


553805 


1 827X03 .gz43_23 1834 


F 


M00056705A-.B12 


UC2-PrimColon 


1925 


626791 


1827.N03.gz43_231836 


F 


M00056707A:G11 


UC2-PrimColon 


1926 


580601 


1827.A04.gz43_231839 


F 


M00056693B:D11 


UC2-PrimColon 


1927 


493830 


1827.B04.gz43_231840 


F 


M00056694A:G11 


UC2-PrimColon 


1928 


724714 


1827.E04.gz43_231843 


F 


M00056697D:B09 


UC2-PrimColon 


1929 


737109 


1827.F04.gz43_231844 


F 


M00056698D:E11 


UC2-PrimColcjn 


1930 


395604 


1827.G04.gz43_231845 


F 


M00056699C:G11 


UC2-PrimColon 


1931 


735834 


1827.J04.gz43_231848 


F 


M00056702D:G03 


UC2-PrimColon 


1932 


726852 


1827.L04.gz43_231850 


F 


M00056705A:D02 


UC2-PrimColon 
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CLUSTER 


SEQ NAME 


ORBEN 
T 


CLONE ID 


LIBRARY 


1933 


728892 


1827.P05.gz43_231870 


F ' 


M00056708D:B03 


UC2-PrimColon 


1934 


540618 


1827C06ez43 231873 


F 


M00056695CH08 


UC2-PrimColon 


1935 


501030 


1827E06ez43 231875 


F 


M00056697DC09 


Ur2-PiiiiiPolon 


1936 


477366 


1827.F06.gz43 231876 


F 


M00056698D:G09 


UC2-PrimColon 


1937 


727948 


1827 106 ez43 231879 


F 


M00056701DD04 

IflVVVv v # V 14/ ■ Aft* V « 


UC2-PrimColon 


1938 


649927 


1827K06ez43 231881 


F 


M00056703D-F08 


Ur2-PrimColrm 

v V/X X 1 IxIIV/waV/XX 


1939 


449752 


1827M06sz43 231883 


F 


M00056706B-C02 


UC2-Priinr!olon 


1940 


649106 


1827N06ez43 231884 


F 


M00056707BE02 


T IP 9 -P ri m Pnl nn 

CwX X IJiliWviUIX 


1941 




1827P06ez43 251886 


F 
* 


M00056708DT) 10 

1tXVVv«JVJ / vOU .XV XV 


VJ VsX X 1 XIllVyV/jLV/XX 


1942 


462687 


1827E07ez43 231891 




M00056697D-C12 


1 ir2-PrimPolnTi 

Uv*> X 1 U11V>W1L/X1 


1945 


555140 


1 827 T07 0745 951 895 

1 OX / .XV/ ' .gX*t J X.7 X 07J 


V 

X^ i 


M0005 670 1 DG05 


I TP9-PrimrVilnn 


1044 


756100 


1 897 M07 <T745 95 1 800 


V 


M00056706R-P07 




1Q45 


/jUj /J 


1 897 T508 0745 95 1 004 


V 
r 


M00056694"RFT1 0 

IVIUUU O DO 7HD .XX X v 


T TP9«PrtmPnlnn 


1Q46 


405671 


1827K08oz45 951915 

A OX / ,l\uO .gAlJ XJl/U 


V 

Mr 


M00056704A1505 


T TP9-.PrimPnlnn 

VJ V>X X 1 XlllV/UiVliX 


1Q47 


jyj xox 


1897M08O745 951915 


V 

Mr 


M0005670615-n04 

lVXUUV/JU /UOX7.1/VT 


I TP9*PnmPnlnTi 

VJ W ll XlilV^VJXUXX 




575755 


1897 A00ot45 951010 


P 

r 


M00056695R-H03 


T TP9-PrfmPnlnn 

VJ VwX"*X I UllVvUXUXl 


1Q4Q 

x y*ry 


550454 


1897 TOO 0745 951997 

X OX / . Ju7,gZitJ X«7X7X/ 


V 

M^ 


M00056701D-Fn2 
jyxv/vV/*'vi / w x xv .x x x x 


T TP9-PrimPnlnn 

VJ VwX X 1 XII 1 VAX! uu 


1050 

X VF 


651050 


1 827 T09 0745 25 1 998 

1 OX / . J \jy .QLrrD X J 1 7aO 


F 

r 


M00056705A-G01 


1 IP9-PrirhPnlnn 

VJ V^X X 1 111 IVv VJHJX1 


1051 


728768 

/ XO / \JO 


1 897 T 09 oz45 25 1 950 


F 

X 


M00056705B-A12 


T TP2-PrimPo1on 

Uva X 1 XlllV^VJlVJll 


1959 


756976 


1 827 N09 oz45 95 1 952 


F 

X 


M00056707RF06 


1 IP2-PrimPn1nn 

VJ V»»X"X 1 xlliV^VJXVJXX 


1055 


479857 


1 897 P 1 0 P745 95 1 957 


F 


M00056695D*F05 


T TP9«.PrimPn!rm 

UuX'i 1 XII I V*"VJXV/X1 


1054 


759770 

IDA. § i\J 


1897H10O745 951942 

iOZ, / .niU.gitJ X<JX7*tX 


F 

Mr 


M00056700D-H07 


TIP9-PrimPolnn . 

VJwX w X A xl lLVs VJiV/XL 


1055 


85588 


1 897 T 1 0 oz45 95 1 946 


F 

X 


M00056705B-D10 


I JP2-PriinCo1 on 

Uv« 1 1 llllV^VJlVJxl 


1056 


584695 

J 0*TVJZ7.J 


1 827 Ml 0 oz45 95 1 947 


F 

X 


M00056706C-A07 


I IP2-PrimCo1on 

VJ V« X 1 1X11 VvlUU 


1957 


588059 


1827Dllffz43 951954 


F 

X 


M00056697A-D02 


UC2-PrimColon 

VJV^X X 1111&V^V/XV7X1 


1958 


452662 


1827 Fl 1 oz45 251956 

X OX / .X X 1 ,]££rTJ X«?X7«/VI 


F 

X 


M00056699A < D08 


T TP2-PrimCnlnn 

X 4 UllVWlvll 


1959 
i yjy 


728898 


1827 Mil oz43 251965 

1 OX / .1V1 X X £.J X 7\JJ 


F 

X 


M00056706OB12 


tJP2-Prim Colon 

VJ\_/Xo X 1 XlllV^V/XwXl 


1960 


672052 


1 827 F 1 2 cz45 25 1 972 

X OX # ,X lZogCilJ^jCJl?/^ 


F 

X 


M00056699A-E08 


IIP2-PrimColon 


1961 


496084 


1827H12ez43 231974 


F 


M00056701A-A02 


UC2-PrimColon 


1969 


756579 


1827 012ffz45 251981 

X OX / iVi^i^hTJ XJ X 701 


F 

X 


M00056708BB09 


UC2-PrimColon 


1965 


727968 


1827 A15 p?45 951985 


F 

Mr 


M00056693C-D12 

ItIvw V/«7 UvyJ \a/.X^ XX 


UC2-PrimColon 


1964 


447694 


i 1827J15oz43 251992 

X OX / .J MJ.QcrXJ JLJ L77** 


F 


M00056703B-A04 

1»X V UUJU / V-7 xJ .Avt 


UC2-PrimColon 


1965 


798559 


1897K15oz45 951995 


F 

Mr 


M00056704A-H08 


TJP2-PrimCoIon 


1966 


755064 


1827M13ffz43 251995 

X OX / ,1VX X -7 ,g£rtJ a* J X 77 J 


F 


M00056706C-D05 


UC2-PrimColon 


1967 


607202 


1827.013.gz43_231997 


F 


M00056708B:D03 


UC2-PrimColon 


1968 


473433 


1827.P13.gz43_231998 


F 


M00056708D:H06 


UC2-PrimColon 


1969 


617813 


1827.A14.gz43_231999 


F 


M00056693C;G06 


UC2-PrimColon 


1970 


728300 


1827.G14.gz43_232005 


F 


M00056700A.-F12 


UC2-PrimColon 


1971 


727760 


1827.K14.gz43_232009 


F 


M00056704B:C02 


UC2-PrimColon 


1972 


454087 


1827.P14.gz43_232014 


F 


M00056709A:A05 


UC2-PrimColon 


1973 


425396 


1827.A15.gz43_232015 


F 


M00056693D:B02 


UC2-PrimColon 


1974 


552430 


1827.N15.gz43_232028 


F 


M00056707G:E01 


. UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 




1975 


650542 


1827C16ez43 232033 


p 


] 

lViUUUjOOyOA.^JlZ 


U uz-r nmLolon 


1976 


725084 


1827 D16 &z43 232034 


p 
r 


IVJ.UUU3 ooy /A.ri iu 


ULz-FnmColOxi 


1977 


446607 


1827 G16 &743 239037 


r 


IVIUUUjO /UUA.Lruj 


UCz-PnmColon 


1978 


4584 


1827H16ez43 232038 


p 


IVlUuuJO i\JLJ\.\j\)y 


ULz-Fnm Colon 


1979 


560678 


1827 J16 ez43 232040 


V 

JT 


M000567n3P-nH7 

IVIUvUJ 0 / U DD.U\J 1 


U Cz-rnmColon 


1980 


730639 


1827 N16 0743 739044 


P 

r 


JVluuuDO /U /CJcIUj 


Tip*) T»_!--- 1 

ULz-PranColon 


1981 


727506 


1827C17&743 239049 

* *JX # .V/X / ,gX*t-7 AjLUt7 


p 


lviuu u j oo y 0x5 . du j 


U Cz-PnmColon 


1982 


540618 


1 1827E17az43 232051 


" p 


lviuuujooyoiJ.iiiu 


U Cz-PnmColoxi 


1983 


735676 


1827 117 0743 232055 

* «X /.ill ,gX*t«J XJXUJJ 


P 

r 


TvT000^^7n9P« A in 


U Lz-r nmColon 


1984 


728768 


1827 Nl 7 <J743 939060 


p 


IVIUUUjO /U /U.r 1U 


f TOO T>_?_- -^1.1 

UCz-PnmColon 


1985 


475942 


1897 AIR D743 939063 

X OX / .rvl 0.gZ*rJ_ZJZUOJ 


p 


\^AAA</J/CO'2Tk.C 1 1 

Muuujooy^LiiJb 1 z 


UCz-PnmColon 


1986 


631056 


1827H18&743 939070 


p 


\>l AAA5A9A1 T>.r\ni 


UCz-PnmColon 


1987 


259218 


1 897 PIS ot-43 939078 
loz, / ..rx o.gx*rJ zozu/o 


p 
r 


TV>fAAA^/C9AQ A .TJ1 1 

ivlUUU jo /uyAxii 1 


UL2-Pnm Colon 


1988 


724489 


1897T410or43 939A8A 

XOZ /.XXx3'.gZT'J__ZJZUoO 


p 


MUUUjO /UId.xJUo 


UCz-PnmColon 


1989 


797845 

/ X / OtJ 


1897 Tl91 <r™13 939 11 A 
XOZ /.JJZl.gZ^.5_ZJZx l*f 


p 
r 


MUuU5ooy7C:Dl 1 


UC2-PnmColon 


1990 

U 


64 1 077 

U*T 1U / X 


1897 P91 rt-r/13 9391 1< 
loz / .rzi.gz*f J_ZJZ1 10 


u 
r 


MUUU j ooy yx> :O04 


UC2-PnmColon 


1991 

X yy X 


553483 


1897 A99 »^43 939197 
10Z /./\ZZ.gZHJ^_ZJZlZ/ 


r 


A>TAAA<ZZQ/! A ./"•A* 

MUUU!>ooy4A:L0j 


UC2-PnmColon 


1992 


551096 


1 897 CIA fr*43 939161 
xoZ /.\^Z4.gZ'tJ__ZjZ10x 


r 


jviuuuj ooy ox>:rio l 


UC2-PnmColon 


1993 




1 897 P94 o-y43 939 1 &d 
l ox / .rz*t.gz*t j zoz xu^f 


*c 
r 


MuuujooyyL:L0z 


UC2-PnmColon 


1994 


778196 


1 897 1494 <T743 939 166 
XOZ / .IxXH , ,gZ4j_ZJZ 100 


r 


\/f aaa<z9Ai r.rno 
MUUU!)o/UlC:rUo 


T TOO T* ' /~» 1 

UCz-PnmColon 


1995 


/ z27*tzo 


1898 A01 *ryzT3 93917* 
xoZO.AUl .gZ*tJ_ZJZl /J 


I? 

r 


\ >T A A A C £ H A A O . T?A ^ 

MUUU 0 o/UyC:r 06 


UC2-PnmColon 


1996 


794050 


1898 PA1 nvAl 93918A 
1 oZo.ru 1 .gZ*f J__ZjZ 1 oU 


r 


MUUU567 14B:C12 


UC2-PnmColon 


1997 


732351 


1898 T 01 ©743 939186 

J OZO.JUUl .gZ*TJ__ZJZxOO 


p 

r | 


\/TAAA*/C99 1 r.t?n< 

MUUUjo /z ic:bU5 


U Cz-PnmColon 


1998 


730627 


1898 MOI ot43 939187 
xozo.iviui .gZ*tJ_ZJZ10 / 


p 
r 


"\ 4A A A < Z 9 9 9 rf^ • A A 

muuujo /zzC:Luy 


UCz-PninColon 


1999 


728182 


1898H09o743 939108 
x oxo.nux.gz*tJ Xjxi70 


p 


\/rAAA^Z91 ZO'PI 9 

muuujo / ioi5:r iz 


U Cz-PnmColon 


2000 


727878 


1898 M09 o743 939903 

X OXO.IVlUZ.gZH-> ZjZiVJ 


p 


7ufAAA^^799r , «r*l 1 
IVIUUUjO / ZxL.JLJ 1 1 


f TOO Drlnn P , 1 , ■ 

UCz-PnmColon 


2001 


462687 


1 898 N09 0743 939904 

X OXO.JNUX.gZ*t J ZJZZU*+ 


p 


lvf A A A < £99 3 r* • r* AO 
MUUU JO /Z 3C!CUy 


T TOO T>.-!., ^ 0 , 1 , .. 

U Cz-PnmColon 


2002 


555763 


1828T03O743 939918 

X .gXrt.? ZJZZXO 


p 


IVIUUUJO / Z I C .HU 1 


t too Dr;.ti/* i J LijLLL 
u cz-PnmColon 


2003 


728627 


1898 P03 OT-43 939999 
x oxo.ru J .gzt J ^JLOLLI*/. 


p 
r 


A/TO A A ^ Z79 < -1JAZ 
MUUU J 0 /Z jU.X1UO 


TTOO T)_J _ 1 

U Cz-PnmColon 


2004 


630516 


1898 H04 0743 939930 

X OXO.Illrt.gitJ XJZZJU 


p 


1uTAAA^£71 AP-DAZ 
MUUU JO / 1 OL, .£>Uu 


TTOO T>w-I ^^O^l „ 

UCz-PnmLoIon 


2005 


584179 


1898 A05 0743 939930 
xoz o../\u J .gz*rj Z JZZ J y 


p 


A/f AAA^Z7AOTVrkA< 

muuu j o /uyu.uuj 


TT09 PJ»»'A.1 „^ 

UCz-PnmColon 


2006 


558544 


1898 G05 0743 939945 

xOZO.vJUJ.gZ'rJ ZJZZHJ 


p 


7uTAAA^A71 ^r , *T5A7 
MUUUjO/1 jCJoU/ 


TTOO P^J -i 

u Cz-PnmColon 


2007 


553294 


1898N05O743 9 399 59 

X OXO.iNUJ .gZ*tJ_Z JZZ JZ 


P 


TV^AAA^ A793/^«PA 1 
IVIUUUjO /Z JtxU I 


T TOO T)— .O—l ^ 

u Cz-rnmColon 


2008 


726576 


1828 O05O743 939953 

AOiO.VvJ.gitJ XJXXJJ 


p 


MnAA5679ilP'T4*l 1 
IVIUUUJO /Z'fL/.xll 1 


u Cz-r nmColon 


2009 


734627 


1898T07ot43 939989 

1 OZO.J-jU / .gZ*tj__Z JxZoZ 


p 


A/fnnA<Z79i r^.riAi 
MUUUjO /ZlU.xJUl 


TTOO T>— — - r-% _ i 

U Cz-PnmColon 


2010 


735362 


1828.P07.gz43J232286 


F 


M00056726AC12 


UC2-PrimrnlAn 


2011 


455297 


1828.A08.gz43_232287 


F 


M00056709D:E12 


UC2-PrimColon 


2012 


734990 


1828.N08.gz43_232300 


F 


M00056723C:G03 


UC2-PrimColon 


2013 


707609 


1828.B10.gz43 232320 


F 


M00056710D:C05 


UC2-PrimColon 


2014 


728178 


1828.L10.gz43 232330 


F 


M00056721D:F12 


UC2-PrimColon 


2015 


447634 


1828.P10.gz43_232334 


F 


M00056726B:H06 


UC2-PrimColon 


2016 


729813 


1828.Fll.gz43 232340 


F 


M00056714D:A11 


UC2-PrimColon 
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Tabid 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2017 


728528 


1828 111 ez43 232343 


F 


M00056718A-H05 


UC2-PrimColon 

\J X XlXllxswXxJXX 


2018 


732770 


1828Jll.gz43 232344 


F 


M00056719BG04 


UC2-PrimColon 


2019 


505858 


1828.F12.gz43 232356 


F 


M00056714D'E08 


UC2-PrimColon 


2020 


735047 


1828 E13 ez43 232371 


F 


M00056714A-B02 


UC2-PrimColon 


2021 


727749 


1828 K13 sz43 232377 


F 


M00056721A-C07 


UC2-PrimColon 


2022 


598746 


1828 LI 3 fiz43 232378 


F 


M00056722A-E10 


UC2-PriiriCnlon 

wV/a> X X XXXIV^VXXVJXX 


2023 


728061 


1828 013 ez43 232381 


F 


M00056725A-E02 


\J V>^» X X XXXlw\JXV/XX 


2024 


448217 


1828F14ez43 232388 


F 


M00056714D-H07 


UC2-Primf!olnn 

W \~/*~ X X XlH\s\sX\SXl 


2025 


485899 


1828 L14ez43 232394 


F 


M00056722A*F08 


UC2-PrimColon 

Uv*i X X XXXI V^VIXV/i-l 


2026 


641287 


1828 B15 ez43 232400 


F 


M00056711A-A09 


1 Tr2-Primrolon 

X X XXXXV^WXvJLX 


2027 


48619 


1828 D15 cz43 232402 


F 


M00056713A-F05 


UC2-PrimColon 

Uv*> X XXXXXwV/X\XXX 


2028 


728929 


1828 E15ez43 232403 


F 


M00056714A-B09 


T JC2-PrimCnlon 

W vy*. X X UliWXUU 


2029 


451972 


1828 115 ez43 232407 


F * 


M00056718BC02 


IJC2-PrimCnlon 

WV/£< X XJUXX^/VXV/XX 


2030 


486363 


1828 J18 ez43 232456 


JL 


M00056719C-B10 


UC2-PriTnrri1on 

UVA X XXXX1V/VXWXX 


2031 


728897 


1828 C19&743 732465 


F 


M00056712B-B11 


T ir7.PrifnCn1nn 

\J v<( J X XXII WVXvXX 


2037 


448217 


1828E19&743 232467 


F 

JT 


M00056714AE12 


T JC7 -Prim Col nn 

V V/A"X X AX1XVAJII/XX 


2033 


646309 


1828 119 oz43 232471 


F 


M00056718CB01 


T Tf 1 7-Pnmr!nlfin 

Uv6 X XXX1XVAJXVJXA 


7034 


778303 


1828 J19 oz43 232472 


F 


M00056719C-F06 


T ir7-Primrxi1on 

Uv* f XXXlXV^/XLrXX 


7035 


778007 


1 878 K 1 9 tJ743 737473 


F 


M0005677 1 R-D03 


U v/^**X 1 UXlVA/1 vXX 


7036 


473640 


1878 N70 0743 737497 


F 
r 


M00056774RF 1 1 


UV/^ r 1 iii iv_4jiuix 


7037 


777480 


1878 071 ^743 732509 


F 


M00056725C-A03 


T IP 7 -P ri m Hnl cm 
wi/<6 r x xxix wi/Xi/xx 


7038 


509678 


1828P21 ^743 732510 


F 


M00056726D-G08 


T JC2-PriTnCn1cm 

U v& 1 XXXXXV'X/X^/XX 


7030 


778445 


1878 F77oy43 737515 


F 


M00056714A-H06 


T Tr k 7-PriTnPn1on 

UV/A I X XlliVA/XV/XX 




447150 ' 


1878N77P743 732574 


F 

JT 


M00056774RG03 


KJ \~tZ. X X XX 1 1 VsVJl yJXX 


7041 


778273 


1828 A73P743 732527 


F 


M00056710BF05 


T ir7-PrimPn1on 
f X xxxxv^v/xv/xx 


7047 


734453 


1 828 C23 sz43 232529 


F 


M00056712BF02 


I JC2-PrimCr>lon 

V-/ V>X< X X XXXX vsl/XV/U 


2043 


737006 


1 828 D23 ez43 232530 


F 


M00056713C-A10 


T JC2-PrimCnlon 

V^wa> X X XXII^^VJXUXX 


2044 


449585 


1878123 2743 232535 


F 


M00056718DD12 


IIC2-PrimColon 


7045 


728966 


1828E24ff743 232547 


F 

X 


M00056714B-B06 


UC2-PiimColoii 


2046 


529356 


1838 C01 sz43 232945 


F 


M00056747D-A03 


UC2-PriniColon 


2047 


551693 


1838 P01 ez43 232958 


F 


M00056764C-A02 


UC2-PrimColoa 


2048 


438663 


1838 B03 ez43 232976 


F 


M00056746D-D06 


UC2-PrimColon 


2049 


735464 


1838 E03 cz43 232979 


F 


M00056750BH03 


UC2-PrimColoii 


2050 


736035 


1838 J03 ez43 232984 


F 


M00056756C-D06 


UC2-PrimColon 


2051 


736210 


1838.L03.gz43__232986 


F 


M00056759C:C04 


UC2-PrimColon 


2052 


728464 


1838.I05.gz43J233015 


F 


M00056755B:E07 


UC2-PrimColon 


2053 


730178 


1838.K05.gz43^233017 


F 


M00056758C:B08 


UC2-PrimColon 


2054 


481614 


1838.N05.gz43_23302O 


F 


M00056762B:D06 


UC2-PrimColon 


2055 


402799 


1839.A01.gz43_233327 


F 


M00056766D:G09 


UC2-PrimColon 


2056 


675768 


1839.N01.gz43JZ33340 


F 


M00056784D:C06 


UC2-PrimColon 


2057 


577305 


1839.P01.gz43J233342 


F 


M00056787B:C07 


UC2-PrimColon 


2058 


730505 


1839.K02.gz43_233353 


F 


M00056781A.E06 


UC2-PrimCoIoii 
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Table 2 



SEQ 
ID NO 


\->Li U o 1 JDJtv 


CEO "M A \/fD 


fYDTI7KT 
VlKJUtllN 

T 
1 


CLONE ID 


LIBRARY 


2059 


349977 


1 839.B03 .gz43_233360 


F 


M00056768DA09 


UC2-PrimColon 


2060 


726344 


1839.N03.gz43_233372 


F 


M00056784D:G10 


UC2-PrimColon 


2061 


724183 


1839J04.gz43_233384 


F 


M00056780B:E06 


UC2-PrimColon 


2062 


730352 


1839.M04.gz43_233387 


F 


M00056783C:E03 


UC2-PrimColon 


2063 


510596 


1839.E05.gz43_233395 


F 


M00056773C:C09 


UC2-PrimColon 


2064 


1 r\ r» ****** 

128773 


1839.F05.gz43_233396 


F 


M00056775A:A05 


UC2-PrimColon 


2065 


728464 


1839.G06.gz43 233413 


F 


M00056776A:G04 


UC2-PrimColon 


2066 


449010 


1839.L06.gz43_233418 


F 


M00056782B:G05 


UC2-PrimColon 


2067 


460023 


1839.M06.gz43_233419 


F 


M00056783DA02 


UC2-PrimColon 


2068 


733744 


1839.K07.gz43_233433 


F 


M00056781B:C03 


UC2-PrimColon 


2069 


2180 


1839.L07.gz43_233434 


F 


M00056782B:H11 


UC2-PrimColon 


2070 


556458 


1839.M07.gz43_233435 


F 


M00056783D:B07 


UC2«PrimColon 


2071 


711325 


1839.A08.gz43_233439 


F 


M00056767A:F12 


UC2-PrimColon 


2072 


135593 


1839.E08.gz43_233443 


F 


M00056773C:F12 


UC2-PrimColon 


2073 


639178 


1839.K08.gz43J233449 


F 


M00056781B:C05 


UC2-PrimColon 


2074 


504513 


1839.B09.gz43_233456 


F 


M0OO56769C:CO3 


UC2-PrimCoIon 


2075 


493193 


1839J09.gz43_233464 


F 


M00056780BH04 


UC2-PrimColon 


2076 


728133 


1839.K09.gz43_233465 


F 


M00056781B:E01 


UC2-PrimColon 


2077 


727737 


1839.All.gz43_233487 


F 


M00056767B:C01 


UC2-PrimColon 


2078 


477053 


1839.F12.gz43__233508 


F 


M00056775B:H07 


UC2-PrimColon 


2079 


726384 


1839.P12.gz43_233518 


F 


M00056787C:G01 


UC2-PrimColon 


2080 


736686 


1839.A13.gz43_233519 


F 


M00056767B:G08 


UC2-PrimColon 


2081 


483549 


1839.L13.gz43J233530 


F 


M00056782D:F02 


UC2-PrimColon 


2082 


549801 


1839.A14.gz43_233535 


F 


M00056767CA09 


UC2-PrimColon 


2083 


730484 


1839.H14.gz43_233542 


F 


M00056777D:D04 


UC2-PrimColon 


2084 


647991 


1839J14.gz43_233544 


F 


M00056780C:H12 


UC2-PrimColon 


2085 


490393 


1839X14.gz43J233546 


F 


M00056782D:F08 


UC2-PrimColon 


2086 


643968 


1839.N14.gz43_233548 


F 


M00056785C:B09 


UC2-PrimColon 


2087 


641968 


1839.B15.gz43_233552 


F 


M00056770CA07 


UC2-PrimColon 


2088 


726261 


1839.L15.gz43_233562 


F 


M00056782D:F10 


UC2-PrimColon 


2089 


733891 


1839.M15.gz43_233563 


F 


M00056784BA01 


UC2-PrimColon 


2090 


730022 


1839.015.gz43_233565 


F 


M00056786DA03 


UC2-PrimColon 


2091 


730296 


1839.M16.gz43__233579 


F 


M00056784B:C02 


UC2-PrimColon 


2092 


733149 


1839.M17.gz43_233595 


F 


M00056784B:D06 


UC2-PrimColon 


2093 


728487 


1839.A18.gz43_233599 


F 


M00056768A:C10 


UC2-PrimColon 






1839.C18.gz43_233601 


F 


M0005677lD:DlO 


UC2-PnmColon 


2095 


523868 


1839.G18.gz43_233605 


F 


M00056776D:B02 


UC2-PrimColon 


2096 


577305 


1839.L18.gz43_233610 


F 


M00056783A:C08 


UC2-PrimColon 


2097 


727216 


1839.J19.gz43_233624 


F 


M00056780D.G05 


UC2-PrimColon 


2098 


47461 


1839L19.gz43_233626 


F 


M00056783B:B01 


UC2-PrimColon 


2099 


550780 


1839.N19.gz43_233628 


F 


M00056785D:C09 


UC2-PrimColon 


2100 


606076 


1839.P21.gz43 233662 


F 


M00056788A:D06 


UC2-PrimColon 
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ID NO 


p| TTQTT7P 


QPH "M ATVyTR 
oCtKl INAMJd 


T 




T TDD ADV 


2101 


/■ r\ I AAA 

691229 


1 OOA /~>AA J1 AAA//f 

1839.C22.gz43_233665 


F 


M00056772A:C08 


UC2-PrimColon 


2102 


727366 


1 OOf\ T"\ A A * A ^1A/// 

1 83 9.D22 .gz43_23 3666 


F 


M00056773A:G10 


UC2-PnmColon 


2103 


724722 


1 Art A Trt>rt, j rt A o 

1839J22.gz43_233672 


F 


M00056780D:H10 


UC2-PrimColon 


2104 


nn fin A 

725784 


1 839.M22 .gz43_233 67 5 


F 


M00056784C:C06 


UC2-PrimColon 


2105 


mm ma 1 » 

732345 


1839.B23.gz43_233680 


F 


M00056771A:F03 


UC2-PrimColon 


2106 


726699 


1 839.C23.gz43_23368 1 


F 


M00056772A:D03 


UC2-PrimColon 


2107 


513156 


1839J23.gz43_233688 


F 


M00056781A;C05 


UC2-PrimColon 


2108 


631038 


1839.E24.gz43_233699 


F 


M00056774D:B02 


UC2-PrimColon 


2109 


609459 


1839.H24.gz43_233702 


F 


M00056778C:G08 


UC2-PrimColon 


2110 


482788 


1839.J24.gz43_233704 


F 


M00056781A:D02 


UC2-PrimColon 


2111 


730592 


1839.N24.gz43_233708 


F 1 


M00056785D:G07 


UC2~PrimColon 


2112 


735801 


1852.Al3.gz43_235742 


F 


M00056871C:D05 


UC2-PrimColon 


2113 


472704 


1852.H13.gz43_235749 


F 


M00056879D:D01 


UC2-PrimColon 


2114 


649299 


1 852.1 13.gz43_235750 


F ! 


M00056881A:A10 


UC2-PrimColon 


2115 


650944 


1852.N13.gz43__235755 


F 


M00056886B:B10 


UC2-PrimColon 


2116 


481641 


1852.E14.gz43_235762 


F 


M00056876C:B02 


UC2-PrimColon 


2117 


488349 


1852.F14.gz43_235763 


F 


M00056877B:H09 


UC2-PrimColon 


2118 


735096 


1852.114.gz43_235766 


F 


M00056881A:C02 


UC2-PrimColon 


2119 


594434 


1852J14.gz43_235767 


F 


M00056882B.E12 


UC2-PrimColon 


2120 


550673 


1852.L14.gz43__235769 


F 


M00056884C.H08 


UC2-PrimColon 


2121 


735672 


1852.N14.gz43__235771 


F 


M00056886B:C05 


UC2-PrimColon 


2122 


732712 


1852.K15.gz43__235784 


F 


M00056883D:A07 


UC2-PrimColon 


2123 


472307 


1852.L15.gz43J235785 


F 


M00056884C:H11 


UC2-PrimColon 


2124 


729981 


1852.D16.gz43__235793 


F 


M00056875D:C04 


UC2-PrimColon 


2125 


639950 


1 852.11 6.gz43_235 798 


F 


M00056881A:H02 


UC2.PrimColon 


2126 


724517 


1852X16.gz43_235801 


F 


M00056884D:C07 


UC2-PrimColon 


2127 


735412 


1852.B17.gz43_235807 


F 


M00056873A:H06 


UC2-PrimColon 


2128 


724223 


1852.N17.gz43_235819 


F 


M00056886B:H02 


UC2-PrimColon 


2129 


727602 


1852.D18.gz43_235825 


F 


M00056875D:E09 


UC2-PrimColon 


2130 


561396 


1852.L18.gz43J235833 


F 


M00056884D:D06 


UC2-PrimColori 


2131 


726408 


1852.B19.gz43_235839 


F 


M00056873B:C09 


UC2«PrimCoion 


2132 


730059 


1852.C19.gz43_235840 


F 


M00056874C:D05 


UC2-PrimColon 


2133 


655327 


1852.F19.gz43_235843 


F 


M00056877C:G12 


UC2-PrimColon 


2134 


732872 


1852.M19.gz43_235850 


F 


M00056886A:A09 


UC2-PrimColon 


2135 


473512 


1852.N19.gz43_235851 


F 


M00056886C:D02 


UC2-PrimColon 


2136 


T1 r\ A A 1 

730441 


loco t**\ r\ _ ao ^ococn 

1 852.F20.gz43 J235859 


F 


M00056877C:H03 


U L2-PnmColon 


2137 


451184 


1852.N20.gz43_235867 


F 


M00056886C:D11 


UC2-PrimColon 


2138 


733040 


1852.D21.gz43_235873 


F 


M00056875DJH12 


UC2-PrimColon 


2139 


732872 


1852.K21.gz43_235880 


F 


M00056883D:F07 


UC2-PrimColon 


2140 


152 


1852.M2Lgz43_235882 


F 


M00056886A:C11 


UC2-PrimColon 


2141 


730301 


1852.122.gz43_235894 


F 


M00056881B.G04 


UC2-PrimColon 


2142 


471931 


1852J22.gz43_235895 


F 


M00056882D:A06 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2143 


730106 


1852.L23.gz43 235913 


p 


M00056885A-D17 


T TP7-PrimPrt1nn 


2144 


649030 


1852.024.gz43 235932 


F 


M00056888AH04 


T TP7-PrimPr»1nri 


2145 


562345 


1861.I04.gz43 235990 


F 


M00056900C-R17 

1T1WVUJU7UI/V/.C It 


T TP7-PriniPri1r4« 


2146 


472226 


1861.P04.gz43 235997 


F 


M00056010BF01 


T TP 9 -Pri m Pnl r\r\ 


2147 


494393 


1861 E07 ez43 236034 


F 


M00056805C-F11 


T TP7-PrimPn1nii 


2148 


730393 


1861 B08 ez43 236047 




M00056801 PH08 
iYi\j\j\jj\joy 1 v^.xxuo 


T TP7-PrimP/>1r»ti 


2149 


676221 


1861 G10 ez43 236084 


F 


M00056808PJ306 


T TP7-PrtTnPr\1nn 


2150 


648774 


1861 Oil ez43 236108 


F 

X 


MQ005 600013 -F1 1 


I lP7-.PrimPn1oTi 


2151 


448368 


1861 H12 ez43 236117 


F 


M00056890D-R06 


T TP7-PrimPn1nn 


2152 


489001 


1861 K12 ez43 236120 


F 


M00056007D-HOO 


T TP7-PrimPr\1rm 


2153 


557525 


1861 J14 ez43 236151 


F 

X 


M0005 6007 A -(rl 7 


TIP 7 -Prim Py>1 r»n 


2154 


724773 


1861 C16 ffz43 236176 


F 


M00056803rVOl 7 

IVIUUU JU07 JXJ.VJ 


T TPO.Pf-imPrtlnri 


2155 


730608 


1861 116 &743 736182 


F 


M00os6ooippn3 

IVx uUuJ07vlD.^uj 




2156 


642897 


1861 K16 P743 236184 


F 


M00056Q03 A *PfiR 

IVIUUU JU7U«J./\.VAfO 


T TP7-PrJmP«1rt« 


2157 

i* XJ 1 


548275 


1861 Nl 6 a743 736187 

X OUl .li lU.gA'TJ^XJOlO / 


F 
r 


TurnnosnQnap-ivn 

IVIUUv/jOyUoxJ.x^UZ 


U UZ-rniTivX)10Il 


2158 


728640 


1861 ri7ay43 736107 


F 


Mn00^^R03P« AH7 " 
UU J DO . £W)L 


u ^z-x riiTiv^oion 


2150 


470572 


1861 T318o743 736707 


F 


Monn^^»07P'pno 
ivxuuu j o o yzjD . v^uy 




2160 


735834 


1861 F18 0743 736710 


F 


M00056RQ£ A •PHI 


T TpO PrltMpAlnri 


2161 


733425 


1861 K18&743 236216 


F 


M00056Q03 A «F03 


T TP7 -Pri in P^l rvn 


2162 


737653 


1861 PlQo743 736737 


F 


M000^6Q1 IP- AO! 


\j v^z - jr nin v_a)i on 


2163 


779060 


1861 G70 ^743 736744 


F 


M000S68Q8n*Hn0 

iVX\J \J \JJ OO70U .IIU7 


u \-/Z-i^ nrnuoioii 


2164 


656667 

VJ-J U v/V7 / 


1861 H71 0743 736761 

X OUJ .XXZ, 1 .g£*T J ZJUZOl 


F 


M000^6onnp*"nrji 

iyx\Ju\Jj\jyvVxj.xJ\Jx 


T TP 0 -Drim P/-»1 rtn 


2165 


732676 


1861 G77 0743 736776 


F 


M0O0S68OOA*A 1 1 


T TP7_PrimPrt1r«i 


2166 


730296 


1861 H24 0743 736300 


F 


M000S6Q00P-F07 


T TP7-PriiYiP/\1<\n 


2167 


453001 


1861 K 24 0743 236317 


F 


M000S6003RH00 


T TP7-PritnPrtlrt« 


2168 


725451 1 


1861 N24 0743 236315 


F 


M000S6Q081VA1 1 

IVIUUU JO7UOL/.AI 1 


1 TP 7 -Prim Pnl r»« 


2169 


730851 


1863 rOl 0743 236704 


F 
r 


MOOOf 6036P*F04 

IVIUUU J D y O D . JCU*t 


T TP9_Pri-mPnlnr* 


2170 


727596 


1863 H01 0743 236700 


F 


M000^6041D*n07 

lVXUUUJU7*t XX^.XVU / 


T TP9 -Prim Pnl r\ti 


2171 


736293 


1863 L01 0z43 236713 


F 


M000^6046A-F07 


T TP9 -Prim Pnl nn 


2172 


733910. I 


1863 N01 0z43 236715 


F 

X 


M00056048r*F03 


T TP 7 -Prim Pnl nn 

\J\*A~X \X\\l\JSj\\jXX 


2173 


77737 


1863 C02 ez43 236720 


F 

X 


M00056036PF1 1 


T TP 7 -Prim Pnl rm 


2174 


638983 


1863 L02 ez43 236729 


X 


M00056046AG06 


T TP7-PrimPn1nn 


2175 


736001 


1863 M02 ez43 236730 


F 

X 


M00056047rB04 


T TP7-PrimPn1nn 

W V>Z< XT I ill 1 VAUVX1 


2176 


731196 


1863 P02 cz43 236733 


F 

X 


M000S6050DF17 
lviu vu j u 7 j ui/ ,r xi* 


1 TP7-PrimPn1nn 


2177 


446820 


1 863 A03 0743 236734 


F 


M000S6034A-F07 

lVXUUUJD7«7*T J r\..XvU 1 


T TP 7 -Prim Pnl nn 


2178 


734151 ! 


1863.E03.gz43_236738 


F 


M00056939A:C01 


UC2-PrimColon 


2179 


456183 


1863.H03.gz43_236741 


F 


M00056941D:G05 


UC2-PrimColon 


2180 


734629 


1863.103.gz43_236742 


F 


M00056943A:B04 


UC2-PrimColon 


2181 


733623 


1863.J03.gz43_236743 


F 


M00056944A:D09 


UC2-PriiiiColon 


2182 


733856 


1863.N03.gz43_236747 


F 


M00056948D:A11 


UC2-PrimColon 


2183 


727480 


1863.P03.gz43_236749 


F 


M00056950D:H09 


UC2-PrimColon 


2184 


448233 


1863.J04.gz43_236759 


F 


MOOO ; 56944B:C02 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2185 


729691 


1863.105.gz43_236774 


F 


M00056943A:F01 


UC2-PrimColon 


2186 


500239 


1863.N05.gz43_236779 


F 


M00056949A:A04 


UC2-PrimColon 


2187 


646314 


1863.K06.gz43_236792 


F 


M00056945A:F02 


UC2-PrimColon 


2188 


492893 


1863.A08.gz43_236814 


F 


M00056934C:C04 


UC2-PrimColon 


2189 


451624 


1863.D08.gz43_236817 


F 


M00056938A:H09 


UC2-PrimColon 


2190 


552416 


1863X08.gz43_236825 


F 


M00056946C:B08 


UC2-PrimColon 


2191 


555478 


1863.A10.gz43_236846 


F 


M00056934C:G09 


UC2-PrimColon 


2192 


616541 


1863.G10.gz43_236852 


F 


M00056941B:B02 


UC2-PrimColon 


2193 


410487 


1863.O10.gz43_236860 


F 


M00056950A:H03 


UC2-PrimColon 


2194 


726825 


1863.Bll.gz43_236863 


F 


M00056935C:G08 


UC2-PrimColon 


2195 


733144 


1863.D12.gz43_236881 


F 


M00056938B:C09 


UC2-PrimColon 


2196 


642528 


1863.E12.gz43_236882 


F 


M00056939B:E05 


UC2-PrimColon 


2197 


735994 


1863J12.gz43_236887 


F 


M00056944C:B03 


UC2-PrimColon 


2198 


724401 


1863.K12.gz43_236888 


F 


M00056945C:A11 


UC2-PrimColon 


2199 


736129 


1863.M12.gz43_236890 


F 


M00056948A:D09 


UC2-PrimColon 


2200 


448046 


1863.P13.gz43_236909 


F 


M00056951B:F09 


UC2-PrimColon 


2201 


731216 


1863.D15.gz43_236929 


F 


M00056938B:H08 


UC2-PrimColon 


2202 


449061 


1863.M15.gz43_236938 


F 


M00056948B:B03 


UC2-PrimColon 


2203 


730815 


1863.F17.gz43_236963 


F 


M00056940C:E05 


UC2-PrimColon 


2204 


732756 


1863.H17.gz43_236965 


F- 


M00056942C:F11 


UC2-PrimColon 


2205 


468015 


1863.117.gz43_236966 


F 


M00056943C:A01 


UC2-PriniColon 


2206 


733081 


1863J17.gz43_236967 


F 


M00056944D:A06 


UC2-PrimColon 


2207 


555484 


1863.L17.gz43_236969 


F 


M00056946D:G09 


UC2-PrimColon 


2208 


731355 


1863.A18.gz43J236974 


F 


M00056935A:C02 


UC2-PrimColon 


2209 


730375 


1863.G18.gz43__236980 


F 


M00056941B:G08 


UC2-PrimColon 


2210 


467803 


1863.M18.gz43_236986 


F 


M00056948B:G05 


UC2-PrimColon 


2211 


735306 


1863.D20.gz43_237009 


F 


M00056938C:F10 


UC2-PrimColon 


2212 


729316 


1863.I20.gz43J237014 


F 


M00056943D:B02 


UC2-PrimColon 


2213 


551441 


1*63X20^43^237017 


F 


M00056947A:C05 


UC2-PrimColon 


2214 


735484 


1863.A21.gz43__237022 


F 


M00056935A:F04 


UC2-PrimCokm 


2215 


171511 


1863.E21.gz43_237026 


F 


M00056939D:B02 


UC2-PrimColon 


2216 


728076 


1863.H21.gz43„237029 


F 


M00056942D:D07 


UC2-PrimColon 


2217 


511351 


1863.H22.gz43^237045 


F 


M00056942D.D11 


UC2-PrimColon 


2218 


731125 


1863.122,gz43_237046 


F 


M00056943D:H08 


UC2-PrimColon 


2219 


524706 


1863.B24.gz43_237071 


F 


M00056936C:C06 


UC2-PrimColon 


2220 


485880 


1863.C24.gz43^237072 


F 


M00056937C.H08 


UC2-PrimColon 


2221 


736197 


1864.103.gz43_237126 


F 


M00056961C:C07 


UC2-PrimColon 


2222 


731089 


1864.M04.gz43_237146 


F 


M00056968C:C06 


UC2-PrimColon 


2223 


642781 


1864.G12.gz43_237268 


F 


M00056959C:B10 


UC2-PrimColon 


2224 


731947 


1864.M14.gz43_237306 


F 


M00056969A:B07 


UC2-PrimColon 


2225 


448712 


1864.M16.gz43_237338 


F 


M00056969A:C07 


UC2-PrimColon 


2226 


736289 


1864.117.gz43_237350 


F 


M00056962D.F09 


UC2-PrimColoa 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


CRIEN 
T 


CLONE ID 


LIBRARY 


2227 


735123 


1873 E02 ez43 237490 


F 

X 


MO0OS6Q78D-RO7 




2228 


724411 


1873 H02 cz43 237493 


F 

x^ 


M00056989TV R 1 9 

IVlUvvj JU70Z17 .XJ lz 


T TP 9 .Prim Pnlnn 


2229 


662617 


1873 P02 az43 237501 


F 


ivi u u u j u 7 y D XJ ♦ V^U J 


T TP7-PrimPn1r»ri 

u v^-i^nini^oioii 


2230 


639934 


1873M03ez43 237514 


F 

X 


M00056989r-H09 




2231 


733563 


1873 C04 bz43 237520 


F 

x^ 


M00056977 A -P09 


T TP9-PrimPnlriTi 


2232 


203793 


1873 K04 &743 237598 


F 


1V1UUUJVJ70 / v.JJUO 


U l^Z-x niTlvAJlOIl 


2233 


703978 


1873 L04 ez43 237529 


F 


IVxV U V/ J D 7 O O \»/ t U\J J 


T TP9 -Pri m Pr»lrtTi 


2234 


732114 


1873 P05 cz43 237549 


F 

X 


M00056993DF05 


T TP9-PriinPnlrin 


2235 


732213 


1873 J06 ez43 237559 


F 

X 


M00056986AF09 


T TP9-PrimPn1nn 


2236 


725825 


1873N06az43 237563 

JO/J.IlVv.gtilJ i-J / JUJ 


F 


M00056990DP1 1 


T TP9-PntnPnlriT> 


2237 


734936 


1873D08az43 237585 


F 


M00056Q78A-A03 

iVIUUVJ J07 / On..AUJ 


T TP7_Pri-mPn1riTi 

u v_/ -x^riiTi vajxuh 


2238 


73 1 607 

f J X vw / 


1 873 F08 P743 937586 


F 


M00056970R-D03 


T TP 7 .Prim P^l r\n 


2239 


731302 


1 873 K 1 0 P743 237624 


F 


M0n056087n-An0 


T TP9 -PrimPolon 

u \^z\~x iixiiv^uiun 


2240 


7391 13 


1873 T 10 cr743 937695 


F 


i\x\J\J\J J DyO OxJ.r \J j 


T TP9-PrtmPnlnn 


2241 

ZZ.*T 1 


798013 


1 873 Ml 0 a743 937696 

lO / .J .1V1 1 W.gZ*T.J Z J / UZU 


F 


MO0056980D-FO7 
i\x\J\J\jJQyoyxJ.r\j i 


T TP 9 -Prim Pi^lnn 


9949 


730089 


1873 Dl 1 <*743 937633 


F 


1VJ.UUU J D7 / On.ni/H 


T TP9 -Prim Pnl An 

(j -jt iiiii vsUion 


2243 


648034 


1 873 Fl 9 ar43 937650 


F 
r 


MOons607or*r)i i 

lYiuuu jU7 / y\s.xj x x 


T TP 9 -Prim Pnl nn 
kj "x run V/Uiun 


9944 

ZZ.*T*t 


799623 


1873 T19o743 937654 


F 


J.V1 VU \J J D y O J r\. LsVJ O 


T TP7-PrimPnlrm 


2245 


731317 


1873 Ml 2 P743 237658 


F 


M00056989n-Hl 1 

1VXUVUJ0707J-/.XXX 1 


T TP9 -Pri m Pnl nn 


2246 


798249 


1 873 A 1 3 P743 937669 


F 

X 


M00056975AH1 1 
±vX\j\j\jj\jy i jj\.xxx x 


T TP9-PrimPnlon 


2247 


613029 


1873 P13 ^743 937664 


F 


M00056977RR06 

IV1UUUJ07 / / Xj.DXJO 


T TP 7 -Pri m Pnl nn 


7948 


73 1 549 


1873 013&743 937676 


F 
r 


IVIuU v J D77 JA.DUO 


T TP7-PrimPnlnn 


2249 


739535 


1 873 G14 i>743 937684 


F 


M0005698 1 DFT09 
iYx\J\J\jj\jyo x3kj.xx\j£. 


T TP9-PrimPnlnn 


9950 


735440 


1873 A16tr743 937710 


F 
r 


Mnn056075R'F04 

1VIUUV/JD7 / *)x}.xZV i t 


T TP9 -PrimPnlnn 


9951 

ZZ.J X 


641658 


1873 D16a743 937713 

XO I J .XJ X Ij.gZrt J £.D 1 / 1J 


F 


M0005607RPrrn7 

lVlv/UUJv/7 / OD.VJuZ 


T TP9 -Prim Pnl nn 


9959 


40693 1 


1873 "Ml 8 0743 937755 


F 
r 


Mn00560Qir-Rl 1 


T TP9 -Prim Pnlnn 


9953 


736401 


1873P18&743 937757 


F 


IVi UU U J U 7 7*tx> .flU J 


T TP9-PrimPrk1nn 


9954 


734561 


1 873 R90 <r?43 937775 


F 
r 




T TP 9 -Prim Pnl nn 


9955 

ZZ.J.J 


797151 

/ Z> / 1 -J X 


1 873 F90 <>743 937779 

lO/J.l ZU.gCtJ Z.7 / / / 7 


F 


M00056080n-F07 


T TP 9 -Prim Pnlnn 


2216 


731453 


1 873 T20 P743 237787 


F 


M00056985P-P06 


T IP9-PrimPnlnn 

U V-/Z i 1 111 l\^UlU>li 


2251 


642649 


1 873 K20 0743 937784 


F 


M00056988A-F06 


T TP9 -PrimPnlnn 


2258 


642288 


1 873 M20 ff743 237786 


F 


M00056990RH07 
i\x\j\j\jj\jyyvxj.xi\j / 


T TP9 -PrimPnlnn 


2259 


579426 


1 873 P20 0743 237789 

XO t «/.X Z V.gZ^ J ZJ / / 07 


F 


M00056994P-R04 

JVXV/ \J\J j D77t V- .JD \J*f 


T TP9 -PrimPnlnn 


2260 


731358 


1873K22ff743 237816 


F 

x^ 


M00056988RA06 


T TP9 -PrimPnlnn 


2961 

ZZAJ X 


471883 

Til OOJ 


1873 N29 ^743 937819 


F 


M00056999 A -F0 1 


T TP9 -PrimPnlnn 


2262 


733778 


1873.D24.gz43_237841 


F 


M00056978D:A01 


UC2-PrimColon 


2263 


731592 


1873.J24.gz43_237847 


■ F 1 


^00056987^002, 


UC2-PrimColon 


2264 


456236 


1874.D01.gz43_237857 


F 


M00056998C:B10 


UC2-PrimColon 


2265 


732792 


1874.N01.gz43_237867 


F 


M00057009C:B02 


UC2-PriiiiColon 


2266 


733932 


1874.E03.gz43_237890 


F 


M00057000A:A05 


UC2-PrimColon 


2267 


724810 


1874.P07.gz43_237965 


F 


M00057011C:H03 


UC2-PrimColon 


2268 


731317 


1874.B08.gz43_237967 


F 


M00056996D:A02 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2269 


726408 


1874.D08.gz43_237969 


F 


M00056998D:H08 


UC2-PrimColon 


2270 


734708 


1874.D12.gz43_238033 


F 


M00056999A:G12 


UC2-PrimColon 


2271 


631251 


1874.Al5.gz43_238078 


F 


M00056995C-.H06 


UC2-PrimColon 


2272 


726696 


1874.D16.gz43_238097 


F 


M00056999B:D07 


UC2-PrimColon 


2273 


448202 


1874.F16.gz43_238099 


F 


M00057001D:F02 


UC2-PrimColon 


2274 


734629 


1874.H16.gz43_238101 


F 


M00057003D:F02 


UC2-PrimColon 


2275 


561993 


1874.K16.gz43_238104 


F 


M00057007B:G02 


UC2-PrimColon 


2276 


407723 


1874J17.gz43J238119 


F 


M00057006A:G10 


UC2-PrimColon 


2277 


736413 


1874.K17.gz43_238120 


F 


M00057007C:A06 


UC2-PrimColon 


2278 


556637 


1874.P17,gz43_238125 


F 


M00057012A.D12 


UC2-PrimColon 


2279 


731686 


1874.A19.gz43_238142 


F 


M00056995D:C11 


UC2-PrimColoD 

\/W*< X IJlltVwJV/U 


2280 


559053 


1874.B20.gz43_238159 


F 


M00056997B:C11 


UC2 -Prim Colon 


2281 


733625 


1875.J01.gz43_238247 


F 


M00057024BF07 


UC2-PrimColon 


2282 


461486 


1875.O01.gz43 238252 


F 


M00057030CB03 


UC2-PrimfVilnn 


2283 


556019 


1875.B02.gz43__238255 


F 


M00057014BA02 


UC2-PrimColon 

\J\s*i X x 1U1 VA/lvil 


2284 


732119 


1875.F02.gz43JZ38259 


F 


M00057018CF02 


UC2-PrimColon 


2285 


411128 


1875.K02.gz43_238264 


F 


M00057025C:A08 


UC2-PrimColon 


2286 


732441 


1875.A03.gz43_238270 


F 


M00057012D:G03 


UC2-PrimCoIon 


2287 


478448 | 


1875. B03 .gz43_23 827 1 


F 


M00057014B:B01 


UC2-PrimColon 


2288 


733723 


1 875 .D03 .gz43 J238273 


F 


M00057016B:A09 


UC2-PrimColon 


2289 


726173 


1875.103.gz43_238278 


F 


M00057023A:H09 


UC2-PrimColon 


2290 


451351 


1 875 J304 .gz43 J23 8287 


F 


M00057014B:B06 


UC2-PrimColon 


2291 


570573 


1875.E04.gz43J38290 


F 


M00057017A:F11 


UC2-PrimColon 


2292 


655312 


1875.K04.gz43_238296 


F 


M00057025C:D11 


UC2-PrimColon 

Wlr A 1 Mil WAVM 


2293 


732047 


1875.C05.gz43_238304 


F 


M00057015A:E02 


UC2-PrimColon 


2294 


734091 


1875.F05.gz43_238307 


F 


M00057018D:B10 


UC2-PrimColon 


2295 


538582 


1875.E06.gz43_238322 


F 


M00057017A:G04 


UC2-PrimColon 


2296 


487183 


1875.C07.gz43_238336 


F 


M00057015A:G06 


UC2-PrimColoa 


2297 


483919 


1875.G07.gz43_238340 


F 


M00057020D:A05 


UC2-PrimColon 


2298 


651049 


1875X07.gz43_238345 


F 


M00057027B:B11 


UC2-PrimColon 


2299 


734392 


1875.D08.gz43_238353 


F 


M00057016B:E06 


UC2-PrimColon 


2300 


557896 


1875J08.gz43_238355 


F 


M00057018D:E05 


UC2-PrimColon 


2301 


89082 


1875X08.gz43_238361 


F 


M00057027B:E04 


UC2-PrimColon 


2302 


512863 


1875.P08.gz43_238365 


F 


M00057032A:C01 


UC2-PrimColon 


2303 


474009 


1875.D09.gz43_238369 


F 


M00057016B:H08 


UC2-PrimColon 


2304 


729731 


1875.H09.gz43_238373 


F 


M00057022B:A04 


UC2-PrimColon 


2305 


481581 


1875.A10.gz43_238382 


F 


M00057013B:H07 


UC2«PrimColon 


2306 


732550 


1875.C10.gz43_238384 


F 


M00057015A:H12 


UC2-PrimCoIon 


2307 


7353,96 


1875J10.gz43_238391 


F 


M00057024D:D12 


UC2-PrimCoIon 


2308 


642693 


1875.P10.gz43_238397 


F 


M00057032A:F12 


UC2-PrimCoIon 


2309 


733970 


1875.Dll.gz43J238401 


F 


M00057016C:B05 


UC2-PrimColon 


2310 


639629 


1875.Hll.gz43_238405 


F 


M00057022B:F03 


UC2-PrimColon 
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mxro 

MX/ iy\j 


CLUo IfcK 


CCA XT AXjfC 


T 
1 


CLONE ID 


LIBRARY 


2311 


731577 


1875.Lll.gz43_238409 


F 


M00057027B:F06 


UC2-PrimColon 


2312 


733354 


1875.B12.gz43_238415 


F 


M00057014C:E01 


UC2-PrimColon 


2313 


626791 


1875.F12.gz43_238419 


F 


M00057019A:G04 


UC2-PrimColon 


2314 


559699 


1875.H12.gz43_238421 


F 


M00057022B:H04 


UC2-PrimColon 


2315 


726208 


1875A13.gz43_238430 


F 


M00057013C:E09 


UC2-PrimColon 


2316 


730828 


1875.B13.gz43_238431 


F 


M00057014C:E03 


UC2-PrimColon 


2317 


390968 


1875.113.gz43_238438 


F 


M00057023D;D05 


UC2-PrimColon 


2318 


471522 


1875.013.gz43_238444 


F 


M00057031A:H02 


UC2-PrimColon 


2319 


731838 


1875.D14.gz43_238449 


F 


M00057016C:E04 


UC2-PrimCoIon 


2320 


726476 


1875.H14.gz43_238453 


F 


M00057022C:D12 


UC2-PrimColon 


2321 


466920 


1875.114.gz43_238454 


F 


M00057023D:D08 


UC2-PrimColon 


2322 


732712 


1875.N14.gz43_238459 


F 


M00057029D:A06 


UC2-PrimColon 


2323 


561338 


1875.O14.gz43_238460 


F 


M00057031B:A01 


UC2-PrimCoIon 


2324 


733756 


1875.A15.gz43_238462 


F 


M00057013C:H01 


UC2-PrimColon 


2325 


484023 


1875.C15.gz43_238464 


F 


M00057015B:E01 


UC2-PrimColon 


2326 


557262 


1875.D15.gz43_238465 


F 


M00057016C:E11 


UC2-PrimColon 


2327 


559096 


1875.E15.gz43_238466 


F 


M00057017C:E03 


UC2-PrimColon 


2328 


455148 


1875.F15.gz43_238467 


F 


M00057019C:C08 


UC2-PrimColon 


2329 


616985 


1875.115.gz43_238470 


F 


M00057023D:E11 


UC2-PrimColon 


2330 


733479 


1875.N15.gz43_238475 


F- 


M00057029D:F01 


UC2-PrimColon 


2331 


558134 


1875.F16.gz43_238483 


F 


M00057019C:E03 


UC2-PrimColon 


2332 


703298 


1875.D17.gz43_238497 


F 


M00057016D:B07 


UC2-PiimColcra 


2333 


477797 


1875.G18.gz43_238516 


F 


M00057021B:B07 


UC2-PrimColon 


2334 


432159 


1875.L18.gz43_238521 


F 


M00057027D-.A12 


UC2-PrimColon 


2335 


736385 


1875.P18.gz43_238525 


F 


M00057032D:A04 


UC2-PrimColan 


2336 


619265 


1875.B19.gz43_238527 


F 


M00057014D:E05 


UC2-PrimColon 


2337 


4255 


1875.F19.gz43_238531 


F 


M00057019D:C02 


UC2-PrimColon 


2338 


554080 


1875.M19.gz43_238538 


F 


M00057028D:D09 


UC2-PrimColon 


2339 


734074 


1875.C21.gz43J238560 


F 


M00057016A:B04 


UC2-PrimColon 


2340 


734177 


1875.E21.gz43_238562 


F 


M00057018A:C05 


UC2-PrimColon 


2341 


727761 


1875.121.gz43_238566 


F 


M00057024A:D08 


UC2-PrimColon 


2342 


733209 


1875.L21.gz43_238569 


F 


M00057027D:D07 


UC2-PrimColon 


2343 


512377 


1875.A22.gz43_238574 


F I 


M00057014A:B11 


UC2-PrimColon 


2344 


733664 


1875.B22.gz43_238575 


F 


M00057014D:G10 


UC2-PrimColcm 


2345 


640904 


1875.D22.gz43_238577 


F 


M00057016D:H03 


UC2-PrimColon 


2346 


425203 


1875.N22.gz43_238587 


F 


M00057030B:B03 


UC2-PnmColon 


2347 


557164 


1875.B23.gz43_238591 


F 


M00057014D-.H01 


UC2-PrimColon 


2348 


494450 


1875.C23.gz43_238592 


F 


M00057016A:G01 


UC2-PrimColon 


2349 


639427 


1875.F23.gz43__238595 


F 


M00057020A:F09 


UC2-PrimColon 


2350 


554693 


1875.H23.gz43_238597 


F 


M00057022D:E10 


UC2-PrimCoIon 


2351 


732598 


1875.K23.gz43_238600 


F 


M00057026D-.A05 


UC2-PrimColon 


2352 


495241 


1875.M23.gz43_238602 


F 


M00057029A:C08 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2353 


735989 


1875.N23.gz43_238603 


F 


M00057030B:F01 


UC2-PrimColon 


2354 


726044 


1875.124.gz43_238614 


F 


M00057024B:A11 


UC2-PrimColon 


2355 


728791 


1875.L24.gz43_238617 


F 


M00057027D:G03 


UC2-PrimColon 


2356 


562769 


1875.N24.gz43_238619 


F 


M00057030C:A05 


UC2-PrimColon 


2357 


479208 


1875.P24.gz43_238621 


F 


M00057033A:D08 


UC2-PrimColoa 


2358 


4244 


1876.C03.gz43_238656 


F 


M00057035C:E10 


UC2-PrimColon 


2359 


732159 


1876.K03.gz43_238664 


F 


M00057046A:F02 


UC2-PrimColon 


2360 


473026 


1876.E04.gz43_238674 


F 


M00057038A:H07 


UC2-PrimColon 


2361 


736385 


1876.B05.gz43_238687 


F 


M00057034C:G12 


UC2-PrimColon 


2362 


734466 


1876.J05.gz43_238695 


F 


M00057045A:C04 


UC2-PrimColon 


2363 


668731 


1876.K05.gz43_238696 


F 


M00057046A:G05 


UC2-PrimColon 


2364 


736881 


1876.H06.gz43_238709 


F 


M00057042D:E06 


UC2-PrimColon 


2365 


466920 


1876.O06.gz43_238716 


F 


M00057051B:E09 


UC2-PrimColon 


2366 


728353 


1876.E07.gz43_238722 


F 


M00057038C:B06 


UC2-PrimColon 


2367 


732246 


1876.N07.gz43_238731 


F 


M00057049D:F12 


UC2-PrimColon 


2368 


468296 


1876.A08.gz43_238734 


F 


M00057033C:B03- 


UC2-PrimColon 


2369 


454819 


1876.E09.gz43_238754 


F 


M00057038C-.G08 


UC2-PrimColon 


2370 


481293 


1876.M10.gz43_238778 


F 


M00057048C:E04 


UC2-PrimCoIon 


2371 


735815 


1876.Ell.gz43_238786 


F 


M00057038D:A12 


UC2-PrimColon 


2372 


732315 


1876.H12.gz43_238805 


F 


M00057043A:G07 


UC2-PrimColan 


2373 


558573 


1876.M12.gz43_238810 


F 


M00057048C:H11 


UC2-PrimColon 


2374 


492627 


1876.G13.gz43_238820 


F 


M00057041D:C08 


UC2-PrimCol<m 


2375 


732042 


1876.K14.gz43_238840 


F 


M00057046C:E05 


UC2-PrimColon 


2376 


737087_, 


1876.N14.gz43_238843 


F 


M00057050B:F06 


UC2-PrimColon 


2377 


456469 


1876.A16.gz43_238862 


F 


M00057033D:F10 


UC2-PrimColon 


2378 


735871 


1876.116.gz43_238870 


F 


M00057044C:B05 


UC2-PrimColon 


2379 


736855 


1876.F18.gz43_238899 


F 


M00057040D:H04 


UC2-PrimColon 


2380 


732562 


1876.M20.gz43_238938 


F, 


M00057048D.H10 


UC2-PrimCoIon 


2381 


727321 


1876.G22.gz43_238964 


F 


M00057042B:A10 


UC2-PrimColon 


2382 


638857 


1876.H22.gz43_238965 


F 


M00057043C:H11 


UC2-PrimColon 


2383 


735972 


1876.A23.gz43_238974 


F 


M00057034B:B01 


UC2-PrimCoIan 


2384 


735054 


1876.L23.gz43_238985 


F 


M00057047D:H04 


UC2-PrimColon 


2385 


554854 


1885.M01.gz43_239018 


F 


M00057068D-.F04 


UC2-PrimColon 


2386 


t 731262 


1885.O01.gz43_239020 


F 


M00057071A:A10 


UC2-PtimColon 


2387 


729981 


1885.C02.gz43_239024 


F 


M00057055C:F01 


UC2-PrimColon 


2388 


735292 


1885.F02.gz43_239027 


F 


M00057059D:H09 


UC2-PrimColon 


2389 


726699 


1885.L02.gz43_239033 


F 


M00057067D:H06 


UC2-PrimColon 


2390 


624133 


1885.O02.gz43_239036 


F 


M00057071A-.B04 


UC2-PrimColon 


2391 


645262 


1885A03.gz43_239038 


F 


M00057053A:A02 


UC2-PrimColon 


2392 


558549 


1885.K03.gz43_239048 


F 


M00057O66D:BO3 


UC2-PrimColon 


2393 


736093 


1885.L03.gz43_239049 


F 


M00057068A:C10 


UC2-PrimColon 


2394 


733573 


1885.G04.gz43_239060 


F 


M00057061B:H02 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEONAME 


ORTEN 
T 


pt nxrc m 

l^J-»UXNli ID 


LIBRARY 


zoyj 


HOI 300 


loo3.lU4.gZ4J 23yU62 


F 


M00057064B:H10 


UC2-PrimColon 




330J03 


15oD.JNU4.g24i 239U67 


F 


M00057070A:B07 


UC2-PrimColon 


Ljy 1 




looj.LU3.g243 239081 


F 


% / AHAf HA/A A j#\ 

M00057068A:F05 


UC2-PrimColon 


9708 


440010 


loo3.AU6.gz4 3 239086 


F 


M00057053A.D11 


UC2-PrimColon 


9*500 

zjyy 


/Z5443 


1 QQf r*f\/Z n ~A1 OOAAOO 

l6o3.LU6.gz43 239088 


F 


M00057055CJH07 


UC2-PrimColon 


Z4uu 


73000Q 
/OZZZJ 


1885.D06.gz43 239089 


F 


^ f A A A^M A ^ /'TN 'v— « 4 * 

M00057056D:F11 


UC2-PrimColon 


Z4U1 


35/33UO 


1885.O06.gz43 239092 


F 


M00057061C:D04 


UC2-PrimColon 


Z4UZ 


Oz/313 


1885.K06.gz43 239096 


F 


M00057066D:E01 


UC2-PrimColon 


0/1 A? 
Z4U3 


/3U52o 


1 OOC T AZT /< «^ OA AAA** 

1885 .L06.gz43_23 9097 


F 


M00057068A:F07 


UC2«PrimColon 


Z4U4 


431Z33 


1 OOC "CAT >| -"l nA1rt/ 

I885,£07.gz43239l06 


F 


M00057058D:G08 


UC2-PrimColon 


o/i a< 
Z4U3 


/ZO0o4 


lOOC TJAT a ^> oiAinft 

1 885 .H07.gz43_239 1 09 


F 


M00057063A:C08 


UC2-PrimColon 


O/t A£ 

Z4U0 


CA 1 700 

3417y3 


i ooc iAn a a i -i /\ 

1885 J07.gz43_23 9110 


F 


M00057064C.F1 1 


UC2-PrimColon 


Z4U/ 


11 £ A 1 C 

736415 


1 OOf T AO OOAIO/X 

1885.L08.gz43_239129 


F 


M00057068A:G05 


UC2-PrimColon 


O/l A© 

z4Uo 


552641 


1 OOC T7AA ^ jl ^> « « y-\ ^ a r\ 

1885.F09.gz43_239139 


F 


M00057060B:D07 


UC2-PrimColon 


1A A A 


HC 1 C^ 

736156 


1 885.G09.gz43_239140 


F 


M00057061D.D03 


UC2-PrimColon 


Z41U 


3oU3ol 


lOOC A yTAA ~~—A *"> i^iai j 

1885 . M09.gz43_239 1 46 


F 


M00057069A:F09 


UC2-PrimColon 


0/1 1 1 
241 1 


634723 


lOOC TM A — a *\ o^Al^o 

1885.D10.gz43_239153 


F 


M0005 7057A.G01 


UC2-PrimColon 


0/1 1 O 
Z4iZ 


OOI /MA 

/31449 


1 OOC ri A A *y AOA1C/I 

1885Jbl0.gz43_239154 


F 


M00057059A:B04 


UC2-PrimColon 


2413 


452623 


1885.G10.gz43_239156 


F 


M00057061D.F05 


UC2-PrimColon 


O/l 1 vl 

2414 


732072 


lOOC X If 1 A >f> ^^Ai 

1885.M10.gz43_239162 


F 


M00057069A:H08 


UC2-PrimColon 


0.4 i ^ 
2413 


/ICAaajI 

452224 ' 


1 O O C T> 1A ^ j"v i >- ^ 

1 8 85 .P 1 0.gz43_23 9 1 65 


F 


M00057072C.A03 


UC2-PrimColon 


O/i i a 
2416 


550637 


1885.Kll.gz43_239176 


F 


M00057067B;C11 


UC2-PrimColon 


A /I 1 *7 

2417 


/l Clf AO 

453508 


1885 .Ml l.gz43_239178 


F 


M00057069B:A08 


UC2-PrimColon 


2418 


732872 


1885.A12.gz43_239182 


F 


M00057053C.B10 


UC2-PrimColon 


O/l 1 A 

2419 


735283 


l885.Pl2.gz43_239l97 


F 


M00057072C:A09 


UC2-PrimColon 


2420 


422590 


1885.D13.gz43_239201 


F 


M00057057B:E06 


UC2-PrimColon 


Z4zl 


ZlOOO/lO 

422242 


1 OOC TT 1 O ^ /I A O A^AI 

1 885 . J 13 .gz43_239207 


F 


M00057066A:A09 


UC2-PrimColon 


o/ioo 
2422 


/IOl AOO 

471982 


1 OOC TN 1 A _ >l o AIAOIT 

1 8 85 .D 1 4.gz43_23 92 1 7 


F 


M00057057B.E07 


UC2-PrimColon 


O/IOO. 

2423 


736285 


1885 .H14.gz43 239221 


F 


M00057063B:F06 


UC2-PrimColon 


O/l O/l 

2424 


734787 


1885.P14.gz43_239229 


F 


M00057072C:C02 


UC2-PrimColon 


OzlO< 

2423 


733623 


1 OOf 11C Jo A^AA«*/\ 

1885.A15.g243 239230 


F 


M00057053C:G04 


UC2-PrimColon 


2426 


736318 


1 OOC TNI C — yl o ^ Ann o 

1885.D15.gz43_239233 


F 


M00057057B.G03 


UC2-PrimColon 


O/IOO 

z4z/ 


/COOOlCA 

677769 


1 OOC A 1 /T ^_>Cl «1A A 

l885.Al6.gz43_239246 


F 


M00057053D:D01 


UC2-PriinColoii 


O/IOC 

2428 


726380 


1885.B16.gz43239247 


F 


M00057055B:D07 


UC2-PrimColon 


O/IOA 

242y 


134501 


1 885 . C 1 6.gz43_23 9248 


F 


M00057056B.C06 


UC2-PrimColon 


2430 


731844 . 


1ao5F16^74^ 9^09^1 
looj.r nj.giLtj z«j^z«ji 


r 


JV1UUU3 /U0UU.UU3 


- uv^z -rnmuoion 


2431 


730472 


1885.B17.gz43_239263 


F 


M00057055B.E10 


UC2-PrimColon 


2432 


455884 


1885.C17.gz43_239264 


F 


M00057056B:D05 


UC2-PrimColon 


2433 


669159 


1885.H17.gz43_239269 


F 


M00057063C:C04 


UC2-PrimColon 


2434 


736146 


1885.K17.gz43_239272 


F 


M00057067C:D04 


UC2-PrimColon 


2435 


729502 


1885.A18.gz43_239278 


F 


M00057054A.B12 


UC2-PrimColon 


2436 


731830 


1885.C18.gz43_239280 


F 


M00057056B:D11 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


OPJEN 
T 


CLONE ID 


LIBRARY 


2437 


706245 


1885.N18.gz43_239291 


F 


M00057070C:H10 


UC2-PrimColon 


2438 


631526 


1885.P18.gz43_239293 


F 


M00057072C:H01 


UC2-PrimColon 


2439 


736113 


1885.A19.gz43_239294 


F 


M00057054A:D01 


UC2-PrimColon 


2440 


567005 


1885.BI9.gz43_239295 


F 


M00057055B-.F05 


UC2-PrimColon 


2441 


730128 


1885.K19.gz43_239304 


F 


M00057067C:H09 


UC2-PrimColon 


2442 


620462 


1885.E20.gz43_239314 


F 


M00057059C:H02 


UC2-PrimColoa 


2443 


450551 


1885.F20.gz43_239315 


F 


M00057060D:C09 


UC2-PrimColon 


2444 


724773 


1885.L20.gz43_239321 


F 


M00057068D.B03 


UC2-PrimColon 


2445 


735028 


1885.N20.gz43_239323 


F 


M00057070DB08 


UC2-PrimColon 


2446 


476947 


1885.E21.gz43_239330 


F 


M00057059DA09 


UC2-PrimColon 


2447 


420958 


1 885.12 l.gz43_239334 


F 


M00057065C:B07 


UC2-PrimColon 


2448 


447758 


1885.O21.gz43_239340 


F 


M00057071D:E01 - 


UC2-PrimColon 


2449 


447075 


1885.G22.gz43_239348 


F 


M00057062B:H04 


UC2-PrimColon 


2450 


455248 


1885.L22.gz43_239353 


F 


M00057068D:C09 


UC2-PrimColon 


2451 


732351 


1885.022.gz43_239356 


F 


M00057071D:G01 


UC2-PrimColon 


2452 


620159 


1885.P22.gz43_239357 


F 


M00057073A:B12 


UC2-PrimColon 


2453 


472704 


1885.K23.gz43_239368 


F 


M00057067D.F03 


UC2-PrimColon 


2454 


649349 


1885.N23.gz43_239371 


F 


M00057070D:G03 


UC2*PrimColon 


2455 


735216 


1885.F24.gz43_239379 


F 


M00057061A:F09 


UC2-PrimColon 


2456 


572273 


1885.J24.gz43_239383 


F 


M00057066C.B02 


UC2-PrimColon 


2457 


736210 


1885.L24.gz43_239385 


F 


M00057068D:E05 


UC2-PrimColon 


2458 


731358 


1886.M02.gz43_239418 


F 


M00057088B:E02 


UC2-PrimColon 


2459 


639629 


1886.D03.gz43_239425 


F 


M00057077B.B06 


UC2-PrimColon 


2460 


733910 


1886.L03.gz43_239433 


F 


. M00057087B:A07 


UC2-PrimColon 


2461 


473588 


1886.N04.gz43_239451 


F 


M00057090A:B02 


UC2-PrimColon 


2462 


727407 


1886.N05.gz43_239467 


F 


M00057090A:C03 


UC2-PrimColon 


2463 


368965 


1886.H07.gz43_239493 


F 


M00057082C:G03 


UC2-PrimColon 


2464 


734059 


1886.L13.gz43_239593 


F 


M00057087D:B04 


UC2-PrimColon 


2465 


419465 


1886.P15.gz43_239629 


F 


M00057092C:A05 


UC2-PrimCoIon 


2466 


732487 


1886.A18.gz43_239662 


F 


M00057073D:H05 


UC2-PrimColon 


2467 


538582 


1886.M20.gz43_239706 


F 


M00057089B:D01 


UC2-PrimColon 


2468 


732131 


I886.O22.gz43_239740 


F 


M00057091D:F11 


UC2-PrimColon 


2469 


556212 


1886.E23.gz43_239746 


F 


M00057079A:F05 


UC2-PiimColon 


2470 


731966 


1886.M24.gz43_239770 


F 


M00057089D:E03 


UC2-PrimColon 


2471 


732873 


1887.C02.gz43_239809 


F 


M00057095B.-G03 


UC2-PrimColon 


2472 


732550 


1887.G02.gz43_239813 


F 


M00057099D.D11 


UC2-PrimColon 


2473 


731477 


1887.D04.gz43_239842 


F 


M00057096C:B08 


UC2-PrimColon 


2474 


485441 


1887.104.gz43_239847 


F 


M00057102A:F12 


UC2-PrimColon 


2475 


533689 


1887.B05.gz43_239856 


F 


M00057094B:D07 


UC2-PrimColon 


2476 


735515 


1887.H05.gz43_239862 


F 


M00057100D:E09 


UC2-PrimColon 


2477 


678846 


1887.M06.gz43_239883 


F 


M00057106A:H04 


UC2-PrimColon 


2478 


638908 


1887.P06.gz43_239886 


F 


M00057110C:A04 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEO "NAMF 


T 


PT OXTT7 TTi 


LIBRARY 




3io/yy 


1 88 7.L07.gz43_239898 


F 


M00057105C:C06 


UC2-PrimColon 






1 o87.A05.gz43J239903 


F 


M00057093C:A02 


UC2-PrimColon 




044.354 


ioot taa i ooaaiii 

1 887.r 09. gz43 239924 


F 


M00057099A:C04 


UC2-PrimColon 


Z45Z 




TOOT VAn . /i o ooAn^rt 

1887.K09.gz43 239929 


F 


M00057104D:A02 


UC2-PrimColon 


1A9t1 


CAS 1 QQ 

0451 5y 


1887.F10.gz43 239940 


F 


M00057099A:H12 


UC2-PrimColon 




779005 


1C87 A1A ^w/ll OOAA>lA 

1 oo / .U 1 U.gz43_23 9949 


F 


M00057109A:F11 


UC2-PrimColon 


aChoJ 


/JO034 


l55/.All.gz43 239951 


F 


M00057093C:E01 


UC2-PrimColon 


9/12£ 
Z*foO 


45/o42 


1 8 87 .D 1 1 .gz43239954 


F 


M00057096D:H05 


UC2-PrimColon 




OJ44/D 


TOOT CI 1 A "3 OOAAC^ 

1887.r ll.gz43_239956 


F 


M00057099B:A06 


UC2«PrimColon 


9/1 oo 


543 / /2 


1001 T11 ~_ /i O AlAATf 

1887I12.gz43_239975 


F 


M00057102B:E12 


UC2-PrimColon 


2489 


/34344 


l887.Ll2.gz43_239978 


F 


M00057105C:G02 


UC2-PrimColon 


O/f AA 

2490 


693869 


1 00*7 XT1 ^ A~% ^^AAAA 

1 887.N12.gz43_239980 


F 


M00057108B:A12 


UC2-PrimColon 


0>1 Al 

2491 


A O 

733348 


1887.012.gz43_239981 


F 


M00057109A:H09 


UC2-PrimColon 


2492 


733209 


1887.L14.gz43_240010 


F 


M00057105D:C10 


UC2-PrimColon 


2493 


401368 


1 8 87 ,F 1 5 .gz43_240020 


F 


M00057099B:D02 


UC2-PrimColon 


2494 


452276 


1887.11 7.gz43_240055 


F 


M00057102D:C11 


UC2-PrimColon 


2495 


736220 


1 887.P 1 7.gz43_240062 


F 


M00057110D:E12 


UC2-PrimColon 


o>i a^ 

2496 


735584 


1887.G18.gz43_240069 


F 


M00057100C:F02 


UC2-PrimColon 


2497 


448325 


1887J19.gz43_240088 


F 


M00057104A:H06 


UC2-PrimColon 


2498 


732312 


1887.O19.gz43_240093 


F 


M00057109C:D10 


UC2-PrimColon 


2499 


477387 


1887.C20.gz43_240097 


F 


M00057096B:C05 


UC2-PrimColon 


2500 


729222 


1887.D20.gz43_240098 


F 


M00057097B:E02 


UC2-PrimColon 


2501 


733972 


1887.F20.gz43_240100 


F 


M00057099C:A06 


UC2-PrimColon 


2502 


735113 


1 887.B21 .gz43_2401 12 


F 


M00057095A:F11 


UC2-PrimColon 


2503 


AAOA 

650920 


1887.121. gz43_2401 19 


F 


M00057103A:F11 


UC2-PrimColon 


2504 


729560 


1 887.O24.gz43_240173 


F 


M00057110A:A03 


UC2-PrimColon 


2505 


415825 


1 O O O i A 1 1 jI A1 

1888 .AO 1 ,gz43_240 1 75 


F 


M00057112A:C12 


UC2-PrimColon 


2506 


TO 3 OT C 

733225 


1888.D01.gz43_240178 


F 


M00057115D:C10 


UC2-PrimColon 


2507 


732113 


1888.D02.gz43_240194 


F 


M00057115D:D06 


UC2-PrimColon 


1£ AO 

2505 


568632 


1 OOO T AO A*i n^AHA 

1888. L03 .gz43_2402 1 8 


F 


M00057126D:A04 


UG2-PrimColon 


2509 


T5^t^A 

736539 


188 8 . J04 .gz43_240232 


F 


M00057124A:GO8 


UC2-PrimColon 


2510 


6026 /3 


1 OOO AAC iO a f\r\ a r\ 

1 888.D05.gz43_240242 


F 


M00057115D:F06 


UC2-PrimColon 


9^1 1 

2511 


553264 


1 OOO T7AZ" _ jiO O /( A^/A 

1888 .F06.gz43_240260 


F 


M00057118B:E10 


UC2-PrimColon 


2512 


555655 


1 8 88 .G06.gz43_24026 1 


F 


M00057120A:D01 


UC2-PrimColon 


2513 


736534 


1 888.K06.gz43_240265 


F 


M00057125C:B11 


UC2-PrimColon 


2514 


4S1764 




r 


\4AAA<T 1 OOTVDAO 

MUUU5 / 129.U.r03 


T T/^O D.-:..-./*V,1 n.n 


2515 


732896 


1888.D07.gz43_240274 


F 


M00057116A:B06 


UC2-PrimColon 


2516 


733365 


1888.107.gz43_240279 


F 


M00057122D:A01 


UC2-PrimColon 


2517 


736548 


1888.O08.gz43_240301 


F 


M00057130A:A02 


UC2-PrimColon 


2518 


553338 


1888.H09.gz43_240310 


F 


M00057121B:H10 


UC2-PrimColon 


2519 


105056 


1888.K10.gz43_240329 


F 


M00057125C:E02 


UC2-PrimColon 


2520 


288535 


1888.O10.gz43_240333 


F 


M00057130A:A11 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2521 


453733 


1888.G12.gz43_240357 


F 


M00057120C:B09 


UC2-PrimColon 


2522 


552783 


1888.H12.gz43_240358 


F 


M00057121C:E08 


UC2-PrimColon 


2523 


732937 


1888.112.gz43_240359 


F 


M00057123A:F09 


UC2-PrimColon 


2524 


542490 


1888.K12.gz43_240361 


F 


M00057125D:B02 


UC2-PrimColon 


2525 


553087 


1888.L12.gz43_240362 


F 


M00057127A:E10 


UC2-PrimColon 


2526 


609459 


1888.G14.gz43_240389 


F 


M00057120C:F08 


UC2-PrimColon 


2527 


736810 


1888.O14.gz43_240397 


F 


M00057130A:D10 


UC2-PrimColon 


2528 


735959 


1888.L15.gz43_240410 


F 


M00057127A:H10 


UC2-PrimColon 


2529 


560868 


1888.H17.gz43_240438 


F 


M00057122A:A07 


UC2-PrimColon 


2530 


726176 


1888.P17.gz43_240446 


F 


M00057131D:D02 


UC2-PrimColon 


2531 


724952 


1888.A18.gz43_240447 


F 


M00057112D:G08 


UC2-PrimCoIon 


2532 


1030 


1888.H18.gz43_240454 


F 


M00057122A:C04 


UC2-PrimColon 


2533 


454961 


1888.L18.gz43_240458 


F 


M00057127B:D10 


UC2-PrimColon 


2534 


643517 


1888.C19.gz43_240465 


F 


M00057115C:B11 


UC2-PrimColon 


2535 


733006 


1888.H19.gz43_240470 


F 


M00057122A:C11 


UC2-PiimColon 


2536 


733171 


1888.A20.gz43_240479 


F 


M00057113A.A08 


UC2-PrimColon 


2537 


735018 


1888.B20.gz43_240480 


F 


M00057114C:E07 


UC2-PrimColon 


2538 


728479 


1888.B21.gz43_240496 


F 


M00057114C:F08 


UC2-PrimColon 


2539 


726575 


1888.J21.gz43_240504 


F 


M00057125A:A07 


UC2-PrimColcm 


2540 


734606 


1888.122.gz43_240519 


F 


M00057123D-.F07 


UC2-PrimColon 


2541 


732476 


1888.D23.gz43_240530 


F 


M00057116C.H09 


UC2-PrimColon 


2542 


656263 


1888.H23.gz43_240534 


F 


M00057122B:F04 


UC2-PrimColon 


2543 


662617 


1888.K23.gz43_240537 


F 


M00057126C:C05 


UC2-PrimColon 


2544 


I 474108 


I888.D24.gz43_240546 


F 


M00057116D-.B10 


UC2-PrimColon 


2545 


455581 


1888J24.gz43_240552 


F 


M00057125A:F07 


UC2-PrimColon 


2546 


447692 


1888.L24.gz43_240554 


F 


M00057127C:F03 


UC2-PrimColon 


2547 


735514 


1888,M24.gz43_240555 


F 


M00057128C-.H02 


UC2-PrimColon 


2548 


440284 


1888.N24.gz43_240556 


F 


M00057129D.D07 


UC2-PrimColon 


2549 


639644 


1897.A02.gz43_240575 


F 


M00057132B:HO5 


UC2-PrimColon 


2550 


568031 


1897.G02.gz43_240581 


F 


M00057139A:GO8 


UC2-PrimColon 


2551 


555960 


1897.L02.gz43_240586 


F 


M00057144D:D03 


UC2-PrimColon 


2552 


462779 


1897M02.gz43J240587 


F 


M00057145D:E01 


UC2-PrimColon 


2553 


472068 


1897.C03.gz43_240593 


F 


M00057134B:D06 


UC2-PrimColcm 


2554 


728413 


1897.N03.gz43_240604 


F 


M00057147A.B07 


UC2-PrimColon 


2555 


519378 


1897.P03.gz43_240606 


F 


M00057149B:B07 


UC2-PrimColon 


2556 


733951 


1897.A04.gz43_240607 


F 


M00057132C-.C04 


UC2-PrimColon 


2557 


448212 


1897.P04.gz43_240622 


F 


M00057149B:B08 


UC2-PrimCoIon 


2558 


536225 


1897.B05.gz43_240624 


F 


M00057133C:B02 


UC2-PrimColon 


2559 


1 736288 


1897.F05.gz43_240628 


F 


M00057138A:F02 


UC2-PrimColon 


2560 


225960 


1897.E06.gz43_240643 


F 


M00057137A.H12 


UC2-PrimColon 


2561 


655327 


1897.H08.gz43_240678 


F 


M00057140B:H01 


UC2-PrimColon 


2562 


735729 


1897.N08.gz43_240684 


F 


M00057147A:H07 


UC2-PrimColon 
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SEO 
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Cl 1TCTPP 


OCKl INA1V1E* 


T 

J. 




T TOT? APV 


2563 


642273 


1 897.F09.gz43_240692 


F 


M00057138B:B02 


UC2-PnmColon 


2564 


549285 


1897.O09.gz43_240701 


F 


M00057148C:B02 


UC2-PnmColon 


2565 


735756 


1897.P1 l.gz43_240734 


F 


M00057149C:H01 


UC2-PnmColon 


2566 


640662 


1 897.E12.gz43__240739 


F 


M00057l37B:C07 


UC2-PnmColon 


2567 


543772 


1 897.F12.gz43_240740 


F 


M00057l38B:H02 


UC2-PnmColon 


2568 


735801 


1 897.M 12.gz43_240747 


F 


M00057l46A:H05 


UC2-PrimColon 


2569 


457846 


1897.N12.gz43_240748 


F 


M00057l47C:B0l 


UC2-PrimColon 


2570 


736318 


1897.O12.gz43_240749 


F 


M00057l48C:C09 


UC2-PrimColon 


2571 


658271 


1897.K13.gz43_240761 


F 


M00057l44B:D04 


UC2-PrimColon 


2572 


735283 


1897.M13.gz43_240763 


F 


M00057l46B:C06 


UC2-PrimColon 


2573 


447550 


1897.A15.gz43_240783 


F 


M00057l33A:B07 


UC2-PrimColon 


2574 


500758 


1897.H15.gz43_240790 


F 


M00057l40D:B03 


UC2-PrimColon 


2575 


567005 


1897.H17.gz43_240822 


F 


M00057140D.F02 


UC2-PrimCoIon 


2576 


523171 


1897.K17.gz43_240825 


F 


M00057l44B:Hl0 


UC2-PrimColon 


2577 


397515 


1 897 .M 1 7 .gz43_240827 


F 


M00057146B-H12 


UC2-PrimColon 


2578 


736318 


1897.F18.gz43_240836 


F 


M00057l38D:F03 


UC2-PrimColon 


2579 


449035 


1 897.11 8.gz43_240839 


F 


M00057142AJJ07 


UC2-PrimColon 


2580 


486076 


1897.K18.gz43_240841 


F 


M00057l44C:A02 


UC2-PrimColon 


2581 


729843 


1897.O18.gz43_240845 


F 


M00057l49A:A04 


UC2-PrimColon 


2582 


726440 


1897.F19.gz43_240852 


F 


M00057138D.F10 


UC2-PrimColon 


2583 


L 731317 


1897.G19.gz43_240853 


F 


M00057l39D:G07 


UC2-PrimColon 


2584 


559004 


1897.122.gz43_240903 


F 


M00057l42B:F06 


UC2-PrimColon 


2585 


448202 


1897.L22.gz43„240906 


F 


M00057l45C:H03 


UC2-PrimColon 


2586 


718314 


1897.N22.gz43_240908 


F 


M00057i47D:H09 


UC2-PrimColon 


2587 


735989 


1897.C23.gz43_240913 


F 


M00057l35A:B02 


UC2-PrimColon 


2588 


489001 


1897.F23.gz43_240916 


F 


M00057l39A:BlO 


UC2-PrimColon 


2589 


462779 


1897.H23.gz43_240918 


F 


M00057l4lA:G06 


UC2-PrimColon 


2590 


596809 


1898.C02.gz43_242213 


F 


M00057l53B:G07 


UC2-PrimColon 


2591 


447003 


1898.A03.gz43_242227 


F 


M00057l50D:C04 


UC2-PrimColon 


2592 


730661 


1898.D04.gz43_242246 


F 


M00057l55A:Ell 


UC2-PrimColon 


2593 


461316 


1898.H04.gz43_242250 


F 


M00057l60D:All 


UC2-PrimColon 


2594 


450724 


1898.A05.gz43_242259 


F 


M00057l50D:F08 


UC2-PrimColon 


2595 


480307 


1898.B05.gz43_242260 


F 


M00057l52B:H02 


UC2-PrimColon 


2596 


727608 


1898.F05.gz43_242264 


F 


M00057l57D:H08 


UC2-PrimCoIon 


2597 


649852 


1898 .P05 .gz43_242274 


F 


M00057l69A:F05 


UC2-PnmColon 


2598 


650297 


1 oyo.AUo.gz4J_2 42273 


r 


MUUU j / 1 Ji A.UU4 


uuz-rnmL/Oion 


2599 


491933 


1898.E06.gz43_242279 


F 


M00057156B.D10 


UC2-PrimColon 


2600 


733552 


1898.P06.gz43_242290 


F 


M00057169A:F06 


UC2«PrimColon 


2601 


730341 


1898.D07.gz43J242294 


F 


M00057155A:G11 


UC2-PrimCoIon 


2602 


640563 


1898.D08.gz43_242310 


F 


M00057155A:H07 


UC2-PrimColon 


2603 


640603 


1898.B10.gz43_242340 


F 


M00057152C.C10 


UC2-PrimColon 


2604 


552972 


1898.E10.gz43_242343 


F 


M00057156C:E08 


UC2-PrimColon 
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ID NO 
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SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2605 


736030 


1898.F10.gz43_242344 


F 


M00057158B:C02 


UC2-PrimColoa 


2606 


736228 


1898.Gll.gz43_242361 


F 


M00057159C:E11 


UC2-PrimColon 


2607 


648820 


1898.Mll.gz43_242367 


F 


M00057165DJI05 


UC2-PrimColon 


2608 


735993 


1898.D12.gz43_242374 


F 


M00057155C:B07 


UC2-PrimColon 


2609 


402516 


1898.H12.gz43_242378 


F 


M00057161B:D02 


UC2-PrimColon 


2610 


583625 


1898.012.gz43_242385 


F 


M00057168B:D02 


UC2-PrimColon 


2611 


726448 


1898.N13.gz43_242400 


F 


M00057167A:D08 


UC2-PrimColon 


2612 


735756 


1898.H14.gz43_242410 


F 


M00057161B:E07 


UC2-PrimColon 


2613 


551654 


1898.C15.gz43_242421 


F 


M00057153D:H01 


UC2-PrimColon 


2614 


558477 


1898.D15.gz43_242422 


F 


M00057155C:G04 


UC2-PrimColon 


2615 


728353 


1898.115.gz43_242427 


F 


M00057162B:E10 


UC2-PrimColon 


2616 


736634 


1898.M15.gz43_242431 


F 


M00057166B-.B07 


UC2-PrimColon 


2617 


737006 


1898.P15.gz43_242434 


F 


M00057169C:H10 


UC2-PrimColon 


2618 


736288 


1898.J16.gz43_242444 


F 


M00057163C-.D06 


UC2-PrimColon 


2619 


734794 


1898.P16.gz43_242450 


F 


M00057169C:H12 


UC2-PrimColon 


2620 


734928 


1898.E17.gz43_242455 


F 


M00057156D:F02 


UC2-PrimColon 


2621 


727976 


1898.F17.gz43_242456 


F 


M00057158C:C10 


UC2-PrimColon 


2622 


736790 


1898.F19.gz43_242488 


F 


M00057158C:G05 


UC2-PrimColon 


2623 


735633 


1 898.12 l.gz43_242523 


F 


M00057162C.C01 


UC2-PrimColon 


2624 


734484 


1898.B22.gz43_242532 


F 


M00057153B:A04 


UC2-PrimColon 


2625 


480142 


1898.D22.gz43_242534 


F 


M00057155DE12 


UC2-PrimColon 


2626 


454073 


1898.G22.gz43_242537 


F 


M00057160B:G08 


UC2-PrimColon 


2627 


599714 


1898.L22.gz43_242542 


F 


M00057165C.E08 


UC2-PrimColan 


2628 


737042 


1898.M22.gz43_242543 


F 


M00057166B:G06 


UC2-PriraColon 


2629 


405016 


1898.N22.gz43_242544 


F 


M00057167C:A05 


UC2-PrimColon 


2630 


723915 


1898.L23.gz43_242558 


F 


M00057165C.F05 


UC2-PrimColon 


2631 


737006 


1898.023.gz43_242561 


F 


M00057168C:D03 


UC2-PrimColon 


2632 


734808 


1898.B24.gz43_242564 


F. 


M00057153B:D02 


UC2-PrimColon 


2633 


471887 


1898.P24.gz43_242578 


F 


M00057170A.D11 


UC2-PrimColon 


2634 


733972 


1899.A01.gz43_242579 


F 


M00057170A:D06 


UC2-PrimColon 


2635 


554221 


1899.J01.gz43_242588 


F 


M00057181C:D10 


UC2-PrimColon 


2636 


735426 


1899.N01.gz43_242592 


F 


M00057192A:D12 


UC2-PrimColon 


2637 


454812 


1899.P01.gz43_242594 


F 


M00057194C:A03 


UC2-PrimColon 


2638 


562453 


1899.D02.gz43_242598 


F 


M00057173D:B12 


UC2-PrimColon 


2639 


554683 


1899.M02.gz43_242607 


F 


M00057189D.G08 


UC2-PrimColon 


2640 


474346 


1899.N02.gz43_242608 


F 


M00057192A:F01 


UC2-PrimColon 


2641 


729039 


1899.D03.gz43_242614 


F 


M00057173D:C07 


UC2-PrimColon 


2642 


560183 


1899J03.gz43_242620 


F 


M00057181C:G07 


UC2-PrimColon 


2643 


422590 


1899.D04.gz43_242630 


F 


M00057173D:E04 


UC2-PrimColoji 


2644 


642936 


1899.K04.gz43J242637 


F 


M00057182C-.C03 


UC2-PrimColon 


2645 


730106 


I899.N04.gz43_242640 


F 


M00057I92A:H05 


UC2-PrimColon 


2646 


449548 


1899.H05.gz43_242650 


F 


M00057179C:B05 


UC2-PrimColon 
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ID INU 


CLUSTER 


SEQ NAME 


ORIEN 

T 


CLONE ID 


LIBRARY 


2647 


736861 


1899.P05.gz43_242658 


F 


M00057194C:F02 


UC2-PrimColon 


2648 


730220 


1899.A06.gz43_242659 


F 


M00057170A:H04 


UC2-PrimColon 


2649 


736309 


1899.I06.gz43J42667 


F 


M00057180C:F09 


UC2-PrimColon 


2650 


373615 


1899.K06.gz43_242669 


F 


M00057182C:C11 


UC2-PrimColon 


2651 


640635 


1899.O06.gz43_242673 


F 


M00057193C:F11 


UC2-PrimColon 


2652 


735764 


1899.F07.gz43_242680 


F 


M00057176A:H10 


UC2-PrimColon 


2653 


735801 


1899.J07.gz43_242684 


F 


M00057181D:C09 


UC2-PrimColon 


2654 


477098 


1899.K07.gz43_242685 


F 


M00057182D:A08 


UC2-PrimColon 


2655 


734031 


1899.M07.gz43_242687 


F 


M00057191A:H09 


UC2-PrimColon 


2656 


419711 


1899.N07.gz43_242688 


F 


M00057192B:D10 


UC2-PrimColon 


2657 


390968 


1899.P07.gz43_242690 


F 


M00057194C:F10 


UC2-PrimColon 


2658 


732625 


1899.E08.gz43_242695 


F 


M00057175B:G12 


UC2-PrimColon 


2659 


462986 


1899.F08.gz43_242696 


F 


M00057176A:H12 


UC24>rimColon 


2660 


482512 


1899.H08.gz43_242698 


F 


M00057179C:G10 


UC2-PrimColon 


2661 


473238 


1899.C09.gz43_242709 


F J 


M00057172D:F08 


UC2-PrimColon 


2662 


735789 


1899.109.gz43_242715 


F 


M00057180D:C10 


UC2-PrimColon 


2663 


736595 


1899.K09.gz43_242717 


F 


M00057182D:B11 


UC2-PrimColon 


2664 


735514 


1899.M09.gz43_242719 


F 


M00057191B:C06 


UC2-PrimColon 


2665 


630516 


1899.O09.gz43_242721 


F 


M00057193D:F06 


UC2-PrimColon 


2666 


730899 


1899.N10.gz43_242736 


F 


M00057192C:B11 


UC2-PrimColon 


2667 


552055 


1899.P10.gz43_242738 


F 


M00057194D:C12 


UC2-PrimColon 


2668 


528404 


1899.Cll.gz43_242741 


F 


M00057173A:C07 


UC2-PrimColon 


2669 


734209 


1899.Dll.gz43_242742 


F 


M00057174B:C06 


UC2-PrimColon 


2670 


452243 


1899.Jll.gz43_242748 


F 


M00057181D:H07 


UC2-PrimColon 


2671 


734061 


1899.01 l.gz43_242753 


F 


M0O057194A:BO7 


UC2-PrimColon 


2672 


625988 


1899.G12.gz43_242761 


F 


M00057177C:D07 


UC2-PrimColon 


2673 


561632 


1899.D13.gz43_242774 


F 


M00057174B:C11 


UC2-PrimColon 


2674 


731370 


1899.E13.gz43_242775 


F 


M00057175C:D02 


UC2-PrimColon 


2675 


480142 


1899.G13.gz43_242777 


F 


M00057177C:G11 


UC2-PrimCoIon 


2676 


736049 


1899.013.gz43_242785 


F 


M00057194A:C06 


UC2-PrimColon 


2677 


725691 


1899.A14.gz43_242787 


F 


M00057170C:C01 


UC2-PrimColon 


2678 


727523 


1899.M14.gz43_242799 


F 


M00057191C:D02 


UC2-PrimColon 


2679 


421794 


1899.D15.gz43_242806 


F 


M00057174B:F11 


UC2-PrimColon 


2680 


732429 


1899.G15.gz43_242809 


F 


M00057177C:H04 


UC2-PrimColon 


2681 


530883 


1899.H15.gz43_242810 


F 


M00057180AM11 


UC2-PrimColon 


2682 


729173 


1 899.P 1 5 .gz43_2428 1 8 


F 


M00057196A:E03 


UL2-PnmColon 


2683 


734744 


1899.D16.gz43_242822 


F 


M00057174B:G03 


UC2-PrimColon 


2684 


735605 


1899.F16.gz43_242824 


F 


M00057176B:F10 


UC2-PrimColon 


2685 


726786 


1899.N16.gz43_242832 


F 


M00057192D:G02 


UC2-PrimColon 


2686 


725089 


1899.016.gz43_242833 


F 


M00057194A:F01 


UC2-PrimColon 


2687 


448770 


1899.D17.gz43_242838 


F 


M00057174B:G12 


UC2-PrimColon 


2688 


532904 


1899.E17.gz43_242839 


F 


M00057175D:A12 


UC2-PrimColon 
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11) INU 


CLUSTER 


SEQ NAME 


UKlbN 

T 


/■"IT /"YXTE 1 1 I \ 

CLONE ID 


LIBRARY 


2689 


560568 


1899.K17.gz43_242845 


F 


M00057186A:E12 


UC2-PrimColon 


2690 


736402 


1899.N17.gz43_242848 


F 


M00057192D:G04 


UC2-PrimColon 


2691 


516729 


1899.P17.gz43_242850 


F 


M00057196B:H10 


UC2-PrimColon 


2692 


718314 


1899.H18.gz43_242858 


F 


M00057180B:C06 


UC2-PrimColon 


2693 


737116 


1899.J18.gz43_242860 


F 


M00057182A:H07 


UC2-PrimColon 


2694 


723985 


1899.B19.gz43_242868 


F 


M00057172A:B02 


UC2-PrimColon 


2695 


573733 


1899.F19.gz43_242872 


F 


M00057176C:H08 


UC2-PrimColon 


2696 


475872 


1899.H19.gz43_242874 


F 


M00057180B:D01 


UC2-PrimColon 


2697 


625988 


1899.F20.gz43_242888 


F 


M00057176D:A03 


UC2-PrimColon 


2698 


736354 


1899.L20.gz43_242894 


F 


M00057189C:G11 


UC2-PrimColon 


2699 


535866 


1899.C21.gz43_242901 


F 


M00057173C:C07 


UC2-PrimColon 


2700 


648221 


1899.D21.gz43_242902 


F 


M00057174C:G07 


UC2-PrimColon 


2701 


736280 


1899.H21.gz43_242906 


F 


M00057180B:F05 


UC2-PrimColon 


2702 


156329 


1899.N21.gz43_242912 


F 


M00057193B:C11 


UC2-PrimColon 


2703 


721768 


1899.021.gz43_242913 


F 


M00057194B:E05 


UC2-PrimColon 


2704 


639507 


1899.B22.gz43_242916 


F 


M00057172A-.H06 


• UC2-PrimColon 


2705 


451383 


1899.E22.gz43_242919 


F 


M00057175D:E12 


UC2-PrimColon 


2706 


349977 


1899.J22.gz43_242924 


F 


M00057182B:D09 


UC2-PrimColon 


2707 


734928 


1899.M22.gz43_242927 


F 


M00057191D:G10 


UC2-PrimColon 


2708 


480623 


1899.A23.gz43_242931 


F. 


M00057170D:B08 


UC2-PrimColon 


2709 


674526 


1899.H23.gz43_242938 


F 


M00057180B:G06 


UC2-PrimColon 


2710 


730805 


1899.M23.gz43_242943 


F 


M00057192A:B04 


UC2-PrimCoIon 


2711 


640350 


1900.GOl.gz43_242969 


F 


M00057206A:C06 


UC2-PrimColon 


2712 


726449 


1900.K01.gz43_242973 


F 


M00057210A:C12 


UC2-PrimColon 


2713 


552457 


1900.E02.gz43_242983 


F 


M00057203B:F08 


UC2-PrimColon 


2714 


730308 


1900.C04.gz43_243013 


F 


M00057200D:E03 


UC2-PrimColon 


2715 


734993 


1900.E04.gz43_243015 


F 


M00057203C-.A09 


UC2-PrimColon 


2716 


562320 


1900.H04.gz43_243018 


F 


M00057207B:F06 


UC2-PrimColon 


2717 


556656 


1900.O04.gz43_243025 


F 


M00057216D:D05 


UC2-PrimColon 


2718 


446752 


1900.D06.gz43_243046 


F 


M00057202A:D05 


UC2-PrimColon 


2719 


736738 


1900.L06.gz43_243054 


F 


M00057211C:C06 


UC2-PrimColon 


2720 


639395 


1900.007 .gz43_243073 


F 


M00057216D:F10 


UC2-PrimColon 


2721 


516729 


1900.B08.gz43_243076 


F 


M00057199B:B06 


UC2-PrimColon 


2722 


557262 


1900.E08.gz43_243079 


F 


M00057203D:A09 


UC2-PrimColcra 


2723 


731531 


1900.108.gz43_243083 


F 


M00057208B:H08 


UC2-PrimColon 


2724 


736778 


1900.K08.gz43_243085 


F 


M000572 1 0C: DOy 


U cz-r nniv^oion 


2725 


724638 


1900.O10.gz43_243121 


F 


M00057217A:A12 


UC2-PrimColon 


2726 


483061 


1900.B12.gz43_243140 


F 


M00057199C:H08 


UC2-PrimColon 


2727 


725905 


1900.C12.gz43_243141 


F 


M00057201A-.H03 


UC2-PrimColon 


2728 


648757 


1900.M12.gz43_243151 


F 


M00057213C:D06 


UC2-PrimColon 


2729 


735797 


1900.A14.gz43_243171 


F 


M00057197D:H10 


UC2-PrimColon 


2730 


732771 . 


1900.114.gz43_243179 


F 


M00057208C:E12 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 




cpn NAMF 

OX-fV^ 1N/VIV.LC, 


T 


IJLAJ.1N.D UJ 


T Tt)T> A T)V 

LIBRARY 


*VT2 1 

Z/oi 


/J6276 


1900.bl5.gz43_243191 


F 


X lAAAfflA A A A -T^ 1 1 

M00057204A:F11 


UC2-PrimColon 


2732 


449078 


1900.O19.gz43_243265 


F 


M00057217B:F12 


UC2-PrimColon 


2733 


161489 


1900 . A20 .gz43_243 267 


F 


M00057l98B:C02 


UC2-PrimColon 


ATA /I 

2734 


734226 


1900.F20.gz43_243272 


F 


M00057205D:G06 


UC2-PrimColon 


2735 


TO /T C f\f\ 

736500 


1900.G20.gz43_243273 


F 


M00057207A:A07 


UC2-PrimColon 


2736 


733272 


1900.K20.gz43_243277 


F 


M00057211A:D01 


UC2-PrimColon 


2737 


532904 


1900.B22.gz43_243300 


F 


M00057200B:D04 


UC2-PrimColon 


2738 


648379 


1900.K22.gz43_243309 


F 


M00057211BA08 


UC2-PrimColon 


2739 


649490 


1 900.M22.gz43_2433 1 1 


F 


M00057214B:B12 


UC2.PrimColon 


2740 


186522 


1900.N22.gz43_243312 


F 


M00057216QD12 


UC2-PrimColon 


2741 


561626 


1900.E24.gz43_243335 


F 


M00057204C:G06 


UC2-PrimColon 


2742 


653616 


1900.K24.gz43_243341 


F 


M00057211B:C09 


UC2-PrimColon 


2743 


734828 


1909.G01 .gz43_243353 


F 


M00057225CJH07 


UC2-PrimColon 


2744 


427113 


1 909.HO 1 .gz43_243354 


F 


M00057226C:E05 


UC2-PrimColon 


2745 


561877 


1909.K01.gz43_243357 


F 


M00057231B:A01 


UC2-PrimColon 


2746 


454563 


1909.M01.gz43_243359 


F 


M00057233B:G04 


UC2-PrimColon 


2747 


625810 


1909.P01.gz43_243362 


F 


M00057236D:H09 


UC2-PrimColon 


2748 


475562 


1909.F02.gz43_243368 


F 


M00057224C:B02 


UC2-PrimColon 


2749 


735749 


1909.K02.gz43_243373 


F 


M00057231C:B04 


UC2-PrimColon 


2750 


289328 


1909.B03.gz43_243380 


F 


M00057219D.G11 


UC2-PrimColon 


2751 


465697 


1909.C03.gz43_243381 


F 


M00057220D:E06 


UC2-PrimColon 


2752 


726892 


1909.E03.gz43_243383 


F 


M00057223B:G01 


UC2-PrimColon 


2753 


723959 


1909J03.gz43_243388 


F 


M00057230C:C05 


UC2-PrimColon 


2754 


733874 


1909.N03.gz43_243392 


F 


M00057234D:A12 


UC2-PrimColon 


2755 


454129 


1909.A04.gz43_243395 


F 


M00057218C:F10 


UC2-PrimColon 


2756 


733868 


1909.B04.gz43_243396 


F 


M00057219D:H04 


UC2-PrimColon 


2757 


642940 


1909.H04.gz43_243402 


F 


M00057226C:F12 


UC2-PrimColon 


2758 


398061 


1909.D05.gz43_243414 


F 


M00057222B:A06 


UC2-PrimColon 


2759 


734690 


1909.G05.gz43_243417 


F 


M00057225D:E01 


UC2-PrimColon 


2760 


601051 


1909.N05 .gz43_243424 


F 


M00057234D:E04 


UC2-PrimColon 


2761 


727255 


1909.E06.gz43_24343 1 


F 


M00057223C:B01 


UC2-PrimColon 


2762 


632499 


1909.106.gz43_243435 


F 


M00057229A:B03 


UC2-PrimColon 


2763 


737010 


1909.K06.gz43_243437 


F 


M00057231C:E06 


UC2-PrimColon 


2764 


728121 


1909.L06.gz43_243438 


F 


M00057232B:G02 


UC2-PrimColon 


2765 


472811 


1909.B08.gz43_243460 


F 


M00057220A:C06 


UC2-PrimColon 


2766 


£AOt At\ 

648140 


1 AAA UAO - *"\A*}A£.£ 

1909.H.08.gz43_243466 


r 


M00057226C:H10 


UC2-rnmLolon 


2767 


726251 


1909.A09.gz43_243475 


F 


M00057219A:D05 


UC2-PrimColon 


2768 


642631 


1909.B09.gz43_243476 


F 


M00057220A:D09 


UC2-PrimColon 


2769 


598087 


1909J09.gz43_243484 


F 


M00057230C:G12 


UC2-PrimCoIon 


2770 


398061 


1909.K09.gz43_243485 


F 


M00057231C:F12 


UC2-PrimColon 


2771 


463513 


1909.M09.gz43_243487 


F 


M00057233D:G12 


UC2-PrimColon 


2772 


81 ' 


1909.F10.gz43_243496 


F 


M00057225A:C08 


UC2-PrimColon 
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WO 02/14500 



PCT7US01/25840 
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ID NO 


PT T TCTT7 P 




DRTFM 

X 




T TOR ADV 


2773 


735050 


1 909 .H 1 0 .gz43_243498 


¥** 

F 


M00057226D:B03 


UC2-PnmColon 


2774 


735140 


1 AAA T/ 1 A A O A inpAl 

1909.K10.gz43_243501 


F 


X fAAAf in 1 . /"~| A a 

M00057231C:G04 


UC2-PrimColon 


2775 


220107 


<■ /\aa /\i a a ^ a a *~\ r r\ r 

1909.O10.gz43_243505 


F 


M00057236A:F08 


tia« T»_! /I _1 

UC2-PranColon 


2776 


735817 


^ /\ Art A J A A ji A Z^ 1 A 

1 909.P 1 0.gz43_243506 


F 


T» "*AAA^^fAA ^7¥X .TV 1 A 

M00057237B:D10 


TT/"IA T» ' 


2777 


735514 


1 AAA T\ 11 A A n iAf 1 A 

1 909 .D 1 1 .gz43_2435 1 0 


F 


■» iAAAf H^l ^T*\ /""» 1' A 

M00057222D:C10 


UC2-PnmColon 


2778 


602673 


1 909.F 1 1 .gz43_2435 12 


F 


» * A A A /■ nf\ A r A A A 

M00057225A:E03 


UC2-PnmColon 


2779 


647815 


1 AAA T ■! t >t A >l A F 1 ^ 

1909.11 l.gz43_243515 


F 


X *AAAf t^lACPI 1 

M00057229B:F11 


UC2-PrimColon 


2780 


402024 


1909.A12.gz43_243523 


F 


X if AAAf 1 rt A T 1 1 1 

M00057219A:E11 


UC2-PrimColon 


2781 


631111 


1 909 . C 1 2 .gz43_243525 


F 


M00057221B:B01 


UC2-PnmColon 


2782 


451888 


1909.112.gz43_243531 


F 


M00057229B:G11 


UC2-PnmColon 


2783 


456224 | 


1909.J12.gz43J243532 


F 


M00057230D:C05 


TT/1A TA • ^% -| 

UC2-PnmColon 


2784 


555336 


1909.L12.gz43_243534 


F 


M00057232D:B03 


Y T/1A T** * ^1 1 

UC2-PnmColon 


2785 


736988 


1909.A13.gz43_243539 


F 


M00057219AH11 


UC2-PrimColon 


2786 


613067 


1909.B13.gz43_243540 


F 


M00057220BA06 


UC2-PrimColon 


2787 


736738 


1909.E13.gz43_243543 


F 


M00057223D:H03 


UC2-PnmColon 


2788 


646552 


1909.G13.gz43_243545 


F 


M00057226A:B04 


UC2-PnmColon 


2789 


725120 


1909.O13.gz43_243553 


F 


M00057236B:D11 


UC2-PrimColoii 


2790 


591979 


1909.A14.gz43_243555 


F 


M00057219B:B10 


UC2-PnmColon 


2791 


731467 


1909.N14.gz43_243568 


F 


M00057235B:A07 


UC2-PranColon 


2792 


474869 


1909A15.gz43_243571 


F 


M00057219B:C06 


UC2-PrimColon 


2793 


735306 


1909.C15.gz43_243573 


F 


M00057221B:E11 


UC2-PnmColon 


2794 


732736 


1909.K15.gz43_243581 


F 


M00057231D:A05 


UC2-PnmColon 


2795 


724417 


1909.L15.gz43_243582 


F 


M00057233A:C04 


UC2-PrimColon 


2796 


454355 


1909.E16.gz43_243591 


F 


M00057224A:D07 


UC2-PnmColon 


2797 


732899 


1 909.D17.gz43_243606 


F 


M00057223A:F06 


UC2-PnmColon 


2798 


733149 


1909J17.gz43_243612 


F 


M00057231A:D04 


UC2-PnmColon 


2799 


735622 


1 909.B 1 8 .gz43_243 620 


F 


M00057220B:G10 


1TAA T> * ^1 

UC2-PnmColon 


2800 


453132 


1909.O19.gz43_243649 


F 


M00057236C:C07 


UC2-PnmColon 


2801 


1 724781 


1909.P19.gz43_J243650 


F 


M00057237D:C11 


UC2-PrimColon 


2802 


556852 


1909.B20.gz43_243652 


F 


M00057220C:A08 


UC2-PnmColon 


2803 


732159 


1 909.H20.gz43_243 65 8 


F 


M00057227B:A05 


UC2-PnmColoii 


2804 


734609 


1909.D21.gz43_243670 


F 


M00057223B:A07 


TT/1A THl * /~\ ^1 _ ._ 

UC2-PnmColon 


2805 


616985 


1 909 .12 1 .gz43_243 675 


F 


M00057230B:B07 


¥ TA^*X T» ! /*> _ 1 

UC2-PnmColon 


2806 


734151 


1 909 .N2 1 .gz43_243680 


F 


M00057235C:C08 


UC2-rnmColon 


2807 


553850 


1909.C22.gz43_243685 


F 


M00057221C:E07 


UC2-PnmColon 


A O AO 

2808 


736894 




r 




T TP^-PrimPolon 


2809 


486051 


1909.K22.gz43_243693 


F 


M00057231D:F10, 


UC2-PrimColon 


2810 


734553 


1909.N22.gz43_243696 


F 


M00057235C:F03 


UC2-PrimColon 


2811 


473578 


1909.P22.gz43_243698 


F 


M00057237D:D09 


UC2-PrimColon 


2812 


737010 


1909.A23.gz43_243699 


F 


M00057219D:C02 


UC2-PrimColon 


2813 


735514 


1909.B23.gz43 243700 


F 


M00057220C:F08 


UC2-PrimColon 


2814 


418682 


1909.C23.gz43 243701 


F 


M00057221C:F02 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 






T 






OOT c 

2815 


734562 


1 909.F 23 .gz43_243704 


F 


M00057225C:F09 


T T/"^A T\ * /"I _ 1 

UC2-PnmColon 


2816 


664711 


1909.M23.gz43_24371 1 


F 


M00057234C:D11 


UC2-PnmColon 


2817 


A O T C m o 

727558 


1 AAA T'O y< . yl O O jlO'Jin 

1 909.E24,gz43_2437 1 9 


F 


M00057224B:H02 


UC2-PrimColon 


2818 


730028 


1A1 A OA 1 . jfO O /inT5 

1 9 1 0.C0 1 .gz43_243733 


F 


X IAAAf1«>lrt A .PA* 

M00057240A:F03 


UC2-PnmColon 


2819 


611604 


1 A 1 A T^A 1 4 o O A T1 *> £ 

1 9 1 0.E0 1 .gz43_243735 


F 


X *AAAt1<%j!1A.A 1 A 

M00057242C:G12 


UC2-PnmColon 


2820 


558617 


1910 .HO 1 .gz4324373 8 


F 


H f AAACT* A f k ./~* 1 1 

M00057246A:G1 1 


UC2-PnmColon 


2821 


733144 


1 9 1 0.J0 1 .gz43_243740 


F 


Tk. JTAAAC^iiOn TNI t 

M00057248B:D11 


UC2-PnmColon 


2822 


647242 


1 9 10.M01 .gz43_243743 


F 


M00057252B:E04 


t TOO t\— ; _ /"i _ 1 


2823 


O'OO ^ £* O 

733552 


1 Alft T^AO /I O O yl O O^ O 

191 0.F02 .gz43243752 


F 


•» iTAAAfTI/IO A.T\A1 

M00057243C:D01 


UC2-rnmColon 


2824 


ri« /n inn 

729428 


1A1AXTAO - ylO >1i<)n /'A 

191 O.NO2.gz43243760 


F 


Tk/TAAACT^MP. A A^ 

M00057253C:A06 


UC2-PnmLolon 


2825 


641680 


1 A 1 A A AO jf) O /lO^/'l 

1 9 1 0. A03 .gz43_243763 


F 


X lAAAf rf^OO A TXAT 

M0005 723 8 A:D07 


UC2-PnmColon 


2826 


514838 


1 A 1 A T AO XI A-dOA'A*,* 

1 9 1 0.L03 ,gz43_243774 


F 


M00057251A:F02 


U C2 -PnmColon 


2827 


735403 


1 A1 A VAl ill O 

1910 .N03 .gz43_243 776 


F 


X lAAAfT'SiO A.TM 1 

M00057253C:D11 


UC2-PnmColon 


2828 


732859 


1910 .104 .gz43_243787 


F 


\ fAAACi^inp rii i 

M00057247C.C11 


UC2-PnmColon 


2829 


730046 


1 9 1 0.C06.gz43_243 8 1 3 


F 


» if AAAf A AT» OA1 

M00057240B;C01 


UC2-PnmColon 


2830 


650067 


1910.E06.gz43_243815 


F 


1 f AAAf 4n 4 AT\ 

M00057242D:C07 


T TOO T> * «*"t t 

UC2-PnmColon 


2831 


734884 


1 9 1 0.F06.gz43_243 8 1 6 


F 


M00057243C:H11 


T T<A« T> /"> 1 

UC2-PnmColon 


2832 


550730 


19 1 0 J06.gz43_2438 19 


F 


M00057247C:F10 


UC2-PnmColon 


2833 


449042 


1 9 1 0.K06 .gz43_243 82 1 


F 


M00057249D:H09 


T TOO 'A • 1 _ 

UC2-PnmColon 


2834 


647704 


191 O.B07.gz43_243 828 


F - 


M00057239B:F05 


T TOO "A ' O 1 

UC2-PnmColon 


2835 


555641 


1 9 1 0.G07.gz43_243833 


F 


M00057245A:F03 


UC2-PnmColon 


2836 


734226 


1910.D08.gz43_243846 


F 


M00057241D:C04 


T T/1A T> * iA t 

UC2-PnmColon 


2837 


551437 


1910.A09.gz43_243859 


F 


* fAAAf f^^On Aff 

M00057238B:F05 


UC2-PrimColon 


2838 


639494 


1910.M09.gz43_243871 


F 


» /AAAtrfAPAA.Tl 1 A 

M00057252D:B10 


T TOO T> • *~\ .1 

UC2-PnmColon 


2839 


661194 


1910.P09.gz43_243874 


F 


1 /TAAAfl^f K f\C 

M00057256B:A05 


TTOO T> .-» , yo _ 1 

UC2-PnmColon 


2840 


734466 


1 9 1 0.B 1 0.gz43_243876 


F 


*» JAAAm^tOAA T^Af 

M00057239C:E05 


TTOO T* " fs _ 1 

UC2-PnmCoIon 


2841 


734371 


1910.110.gz43_243883 


F 


M00057247D:D10 


UC2-PnmColon 


2842 


731392 


1910.Kll.gz43_243901 


F 


■» f AAAf TAiATJ A AO 

M00057250B:A03 


TTOO T - _ /O _ t 

UC2-PnmColon 


2843 


484964 


l9l0.Gl2.gz43_2439l3 


F 


■» lAAAT'TA /< f A T^AO 

M00057245B:E02 


TTOO - 1 

UC2-PnmColon 


2844 


733991 


l9l0.Hl2.gz43_2439l4 


F 


X JTAAAC T"\ /I *T/ ,, ».T> 1 A 

M00057246C:B12 


TTOO '■X-* — - ^ - < 

u L2-PnmColon 


2845 


585976 


1910.M12.gz43J243919 


F 


X f AAACIO ^ A A .r\A A 

M00057252D:D04 


TTOO T\ .-• . _ y> _ t 

UC2.-PnmCoIon 


2846 


729125 


i A1 A *T~\ 1 « A 1A AA A 

1910.B13.gz43_243924 


F 


X jfAAAtTlOAP.riA'T 

M00057239C:G07 


U Cz-rnmColon 


2847 


733855 


1 A« A 1 r\ Af% A J A AO f 

1910.C13.gz43_243925 


I F 


\jfAAACJ1/<AP. A A«C 

M00057240C:A0o 


U Lz-r nmcoion 


2848 


733945 


1 9 1 0 .D 1 4 .gz43_243 942 


F 


M00 05724 1 D:G0 1 


TTOO Dnmr A lAM 


2849 


555103 


1910.J14.gz43_243948 


F 


X jTAAACTAXA a .aa^ 

M0005 7249 A:C0o 


TTOO D« M rA.1nn 


J.OJK) 




iy l u.iv i*f .gZ4 j_z*f 


r 




T TP9 -Pn m Pnl on 


2851 


557353 


1910.N14.gz43_243952 


F 


M00057254A:G07 


UC2-PrimColon 


2852 


457846 


1910.E15.gz43_243959 


F 


M00057243A:H03 


UC2-PrimColon 


2853 


456753 


1910.B16.gz43_243972 


F ' 


M00057239D:D01 


UC2-PrimColon 


2854 


731238 


1910.M17.gz43_243999 


F 


M00057253A:C05 


UC2-PrimColon 


2855 


558332 


,1910.O17.gz43_244001 


F 


M00057255C:A07 


UC2-PrirnColon 


2856 


649390 


1910.P17.gz43_244002 


F 


M00057256DA11 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


OREEN 
T 


CLONE ID 


LIBRARY 


2857 


734808 


1910.D19.gz43__244022 


F 


M00057242A:H11 


UC2-PrimColon 


2858 


731125 


1910.L19.gz43_244030 


F 


M00057252A:D10 


UC2-PrimColon 


2859 


476455 


1910.G20.gz43J244041 


F 


M00057245D:G02 


UC2-PrimColon 


2860 


735754 


1910.M20.gz43_244047 


F 


M00057253A:H10 


UC2-PrimColon 


2861 


735477 


1910.D21.gz43 244054 


F 


M00057242B:F07 


UC2-PrimColon 


2862 


734894 


1910.121.gz43_244059 


F 


M00057248A:H10 


UC2-PrimColon 


2863 


473588 


1910J21.gz43J244060 


F 


M00057249C:C07 


UC2-PrimColon 


2864 


735665 


1910.K21.gz43_244061 


F 


M00057250C:G02 


UC2-PrimColon 


2865 


725095 


1910.M22.gz43_244079 


F 


M00057253B:C06 


UC2-PrimColon 


2866 


726081 


1910.P23.gz43_244098 


F 


M00057257A:H10 


UC2-PrimColon 


2867 


455821 


1910.F24.gz43_244104 


F 


M00057244C.E06 


UC2-PrimColon 


2868 


449537 


1910. 024.gz43_244 1 1 3 


F 


M00057255D.E02 


UC2-PrimColon 


2869 


514697 


1910.P24.gz43_244114 


F 


M00057257B:C11 


UC2-PrimColon 


2870 


586794 


1911. 101. gz43_244 123 


F 


M00057269D.F02 


UC2-PrimColon 


2871 


648710 


1911.M01.gz43_244127 


F 


M00057275B:B02 


UC2-PrimColon 


2872 


630348 


1911.C02.gz43_244133 


F 


M00057260A:E05 * 


UC2-PrimColon 


2873 


733570 


1911.F02.gz43_244136 


F 


M00057266D:B12 


UC2-PrimCoIon 


2874 


480723 


1911J02.gz43_244140 


F 


M00057271A:E04 


UC2-PrimColon 


2875 


728756 


1911.C03.gz43_244149 


F 


M00057260A:E11 


UC2-PrimColon 


2876 


735071 


19Il.E04.gz43_244167 


F 


M00057265D:B12 


UC2-PrimColon 


2877 


630655 


1911.K04.gz43_244173 


F 


M00057273A:C08 


UC2-PrimColon 


2878 


736014 


1911.N04.gz43_244176 


F 


M00057279A:G02 


UC2-PrimColon 


2879 


42 


1911.P04.gz43_244178 


F 


M00057283A:E06 


UC2-PrimColon 


2880 


482145 


1911.D07.gz43J244214 


F 


M00057262B:C03 


UC2-PrimColon 


2881 


735834 


1911.K10.gz43_244269 


F 


M00057273B:A12 


UC2-PrimCoIon 


2882 


42 


1911.P10.gz43_244274 


F 


M00057283B:D09 


UC2-PrimColon 


2883 


736014 


19 1 1 .Ml 1 .gz43_244287 


F 


M00057277B:C09 


UC2-PrimColon 


2884 


450692 


191 1.01 l.gz43_244289 


F 


M00057281A:D08 


UC2-PrimColon 


2885 


4470 


1911.M12.gz43_244303 


F 


M00057277B:E10 


UC2-PrimColon 


2886 


456065 


19H.O12.gz43_244305 


F 


M00057281A:H02 


UC2-PrimColon 


2887 


482985 


1911.K15,gz43_244349 


F 


M00057273C:F11 


UC2-PrimCblon 


2888 


652782 


1911.G18.gz43_244393 


F 


M00057268B.B03 


UC2-PrimCokm 


2889 


725784 


1911.H18.gz43_244394 


F 


M00057269C:E01 


UC2-PrimColon 


2890 


729321 


19Jl.K19.gz43_244413 


F 


M00057273D.A06 


UC2-PrimColou 


2891 


732213 


1911.H22.gz43_244458 


F 


M00057269C:H06 


UC2-PrimColon 


2892 


420504 


1911.B23.gz43_244468 


F 


M00057259D:D11 


UC2-PrimColon 


2893 


735687 


1911.F23.gz43_244472 


F 


M00057267CG09 


UC2-PrimColon 


2894 


728790 


1911J23.gz43_244476 


F 


M00057272C:D08 


UC2-PrimColon 


2895 


734131 


1911.P23.gz43_244482 


F 


M00057283D:B12 


UC2-PrimColon 


2896 


725951 


1911.D24.gz43_244486 


F 


M00057265C:F03 


UC2-PrimCoIon 


2897 


554703 


1911.E24.gz43_244487 


F 


M00057266C:G12 


UC2-PrimColon 


2898 


546642 


1911.L24.gz43_244494 


F 


M00057275B:A12 


UC2-PrimCoIon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


Zoyy 


T-JAI on 

/ JUloy 


1 y 1 z . jcajj .gz*t j_zhh j j j 


r 


MAAAS77Q1R-HA8 


T TP 9 -Prim Pn1 at» 


7GAn 
zyuu 


77ft7£ft 

/zo/oo 


1010 HAS 1AA(\\A 


r 


\A AAA^790AP* A A9 


T TP?-PrimPn1 Aii 


7GA1 

zyui 


aoaaa7 ! 

4ZU*tUZ 


1 y 1 z ,rii u.gZH^_z*r*to ju 


■c 
r 


"MAAA^7000P» A Aft 


T TP 9 -P rim Pn1 nn 


ly\jL 


77.71 AO 

/3/iuy 


1010 PI 7 nvAl 1Ad(&(\ 

iy iz.r iz.gZ4j_z*f40ou 


p 
r 


MAAA^790^ A «T4A^ 


T TP7 -PrimP nl An 


2903 


4z4o/Z 


1G17 U1 5 ftT/lQ 7A473A 
1 y 1 z .ri X j .gZ43_z4*f / J U 


r 


TV/TAAA^770Q"n-PAA 


T TP7-PrimPr»1nTi 


OAAA 

2904 


558045 


1 O 1 0 T> 1 A rr^4*3 7 A/17217 

1 y 1 Z . JJ 1 0 ,gZ4 J_Z4*f / 4Z 


P . 
r 


■\yrAAA^790Ari'nA^ 


T TP7-PrimPr»1nn 


2905 


73385o 


1 y 1 2 .r 1 0.gZ43_Z44 / 44 


r 


\4AAA^77Q^'R-1 T AA 
JV1UUU3 JJ.yDD.rlV 1 * 


T TP 7 -.PrimPnlrm 


oaa/c 
2906 


7.30449 


ion 1117 n^AI 7A/17£7 
lyiz.rll /.gz43_Z44/oZ 


P 
r 


■N/TAAA^7^ AA A • A Aft 


T TP7_PrirriPn1 nn 


2907 


1 AQ1f\l 

148201 


ion Ulft 7/1/1778 

1912.Hlo.gz43_z44/ /o 


T7 

r 


\A A AA^7^ A A A '"RA A 


T TP 7 -PrimPAlnn 


o a ao 

2908 


639427 


CIO rt -/1'2 7/M7Q1 

iyiz.iiiy.gz43_z44/yi 


r 


lV/rAAA^7707 A «PAft 
MUUU3 /ZyZA.DUO 


T TP7 -PrirMp/^Inn 


2909 


oom ot 

730187 


inn "do i /i 0 O/i/lQiA 
1912.B21.gz43_244o20 


TJ 

r 


\A AAA<70Q7 A >1JA^ 




2910 


TOOO AA 

732300 


iniO "TVO >1 ~ /I O OAAOTA 

191 2 .D24 .gz43_244870 


■p 
r 


A A A A A^ 11 Q 1 "D « AC 

M0005 //y ID.LHJ8 


TTP7 t>»-»*«P^1rtri 


2911 


j /-COO 

465528 


ia^i Am , ii 0 oaaooo 

1 92 1 .AO 1 .gz43_244s 83 


c 
r 


X>IAAA<7 , 2 1 /l A ♦ A 1 A 

M0005 id I4A.A1U 


UP 7 Pi-rrwPrtlnTi 


2912 


549552 


i no i Tm a ~> *\aao{\*\ 

192 1 . J01 .gz43_244892 


r 


M0005 /33 ilJ.UOo 


TTP7 Pr4»viPrklrtTI 


2913 


470199 


mil T?AO - AO OAAAAO 

1921 .E02.gz43_244903 


r 


A/f AAA^ *7*27 A A -/"lAO 

M0U05 /3zOA.Ouo 


TTI^7 TJw^-i^^I/m^ 

u cz-Jrnini^oioii 


2914 


729125 


1 r\r\ 1 pAA _ y( A O >l /I AAA 

192 1 .F03 .gz43_244920 


F 


a a a a a c ii iixi • nn A 
M0005 /3z3B. Lj04 


TTP7 "Drni-rtPAlnn 


2915 


640341 


1921 .C04.gz43 244933 


F 


A/fAAA^^l 1 £TVT^nO 

M0005 15 lt>u,U\)Z 


TTP7 DrimpAlAtl 


2916 


77737 


iaiii T?n /! fc „yio oa/iaoz 
1 92 1 .F04.gz43_24493o 


TJ 

r 


\A A A A< 71 7 1 "R »UAft 


T1P7 PrimpAlnn 


2917 


735469 


1921. u04 .gz43 _244y 3 7 


17 

r 


TV4AAA<;777/1T3'PAA 


T TP7_Pi-i«iPrJ«n 


2918 


736733 


1 no 1 Dft£ o 1AACSCA 

1921 .B06.gz43J2449o4 


T? 

r 


"N/f AAA<771 ^A-Prt^ 
MUUU5 / 3 1 jU.V^UD 


T TP7 JDrvrttPfNlnr* 


2919 


o^oon^n 

732969 


i no i -TA£ - ao OAAA*71 

1921 .106.gz43_244971 


17 

r 


lV/IAAA<717Qr , 'P1 1 
MUUU5 / jZoL/.r 1 1 


TTP7 pTimPr*1nTi 
U UZ-x niuvA)10Il 


2920 


635849 


1 no 1 1C\C -__ylO OA/IAOO 

1921 J06.gz43_244972 


r 


\yfAAA^7H7 A «PAA 
MUUU5 / JJZA.l^UO 


T TP7_PritnPrt1nTl 


2921 


OOO 1 A /T 

733146 


inoi c\r\c ~~ai iaa<sii 
1 92 1 .U0o.gz43 z44y / / 


r 


A/T A A A 5 111 QT\ UAQ 


T TP7-PritnPr»1 An 


2922 


HA«1 1 y| 

737114 


1 no 1 A AT ~~A1 OA/1070 

1 92 1 . A07 .gz43_2449 7y 


u 
r 


A4*AAA<73 1 A"R*14AA 
MUUUj / j 14I3.X1UO 


T TP7_PrimpAlnn 


2923 


O"0O 1 1 j4 

732114 


1 AO 1 T AT 1 Oyi/IAAA 

1 92 1 .L07 .gz4i Z44y y 0 


T? 

r 


\/fAAA<7HATi'PA1 
MUUUj / j J4LI.X1U j 


T TP7-Prif«Pr\tA'n 


2924 


482788 


lAOl T>AO ~.~.A 1 0>1<A1A 

1 92 1 .r 08 .gz43_2450 1 0 


T7 

r 


A/fAAA^71zt1 T^RAO 
MUUUj /j41JJ.i5Uy 


T TP7-PrimPnlAH 


2925 


554647 


192 l.M10.gz43 245039 


17 

r 


\A AAA^7H7r*«r»1 7 
MUUUj / j J /I^.UIZ 


T TP 9 -Prim Pnl An 


2926 


552623 


1 AO 1 75 1 1 A O OvtCA^>4 

1 92 1 .B 1 1 .gz43 245044 


r- 


A>TAAA<7'2 1 ^ A •T3A/1 
MUUUj Id 10A.JDU4 


T TP7 -Prim Prtl ati 


2927 


447705 


lAOl "CI 1 ^_yl Q O/KA/17 

1921 .nl 1 .gz43J24504 / 


r 


A/rAAA^717A'n*PA7 
MUUUj /JZUlJ.V^UZ 


T Tp7 _PrimP nlrtn 

uu<t"r lull vsOiuu 


2928 


O'O ^ H AO 

731748 


1 AO 1 PI 1 n,*»A1 O/KA/IO 

192LCj1 1 .gz43_245049 


TJ 

r 


A/TA A A 5 73 7 AP *n A o" 
MUUUj /jZ'fL,.kjUJ 


T TP9-PrimPn1nn 


2929 


727093 


1 AO 1 TO 1 O ~— A "5 OilCA^A 

1 92 1 .B 1 2 .gz43 245060 


TJ 

r 


A>f AA (\^11 1 d A '"H AO 
MUUUj /jlOA.lJUy 


T TP9_PriTMPn1nn 

u L/Z - jr ninisOioii 


2930 


551607 


i a«M XTIO - AO O^ICATO 

1 92 1 .N 1 2 .gz43_245 072 


TJ 

F 


AAAAA^THO A -PAft 
MUUUj / jjyA.xiUo 


T TP7-PrimPiolATI 


2931 


727013 


1 AO 1 P11 «__AO O A CAO 1 

1921.G13.gz43_245081 


TJ 

r 


A/TAAA^7 i 27i4 TV-PI A 

MUUUj /3Z4D.I11U 


T TP7-PrimPn1 ATI 


2932 


HA1A 1 O 

727018 


1 rvo 1 T lO - AO a if An/I 

1 92 1 .L 1 3 .gz43_245 086 


TJ 

r 


A A A A A < 7 "2 1 £13 • T7 A 1 

MUUUj /ddOD.EajI 


T TP9-PrImPn1nn 


2933 


C >1 O^O ff 

548635 


1 92 1 .vj 1 4 .gz43_24 509/ 


i P 
r 


AVT A A A ^ 7*2 74Fi -T4A^ 
MUUUj /jZ'tL/.nUJ 


T TP9-PrimPolon 




796692 


1921 J14 cz43 245100 


F 


M00057332C:F12 


- UC2-PrimColon 


2935 


556430 


1921.D15.gz43_245110 


F 


M00057319D:E06 


UC2-PrimColon 


2936 


726692 


1921.A16.gz43 245123 


F 


M00057314D.E09 


UC2-PrimColon 


2937 


473225 


1921.F16.gz43 245128 


F 


M00057323D:E10 


UC2-PrimColon 


2938 


j 892 


1921.K16.gz43_245133 


F 


M00057334A:C12 


UC2-PrimColon 


2939 


730997 


1921.C17.gz43_245141 


F 


M00057318B:H05 


UC2-PrimColon 


2940 


51616 


1921.E18.gz43 245159 


F 


M00057323A:F01 


UC2-PrimColon 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


0RIE 
NT 


CLONE ID 


LIBRARY 


2941 


546642 


1021 Fl 8 ^743 245160 


r 


M0OO57394A*AO0 


1TP9 PriwtPrtlrm 


2042 


643005 


1021 G18P743 745161 


V 
r 


M00057375P'"n06 


T TP7_P««iPrt1rt« 


2043 


735054 


1021 W1R 0743 945167 


V 
r 


M00057376Ti«"R1 0 


TTP7 PnTuPAlrai 


2Q44 

^7*T*T 




1021FlQ<r743 745176 


p 


M00057^94A*Pnfi 


TTP7 Pi-iwiPrtl/Yti 


2045 


733464 


1091 T10 a743 9451R0 


V 
r 


M000573"53 A -TiOft 


1TP7 D«»v%pAk1rt« 


7046 


457007 


1 09 1 1390 <T743 9451 Rft 


p 


M0005731 6P« A06 
1VJAJUUJ 1 J lOV/./VUO 


TTP7 PrimpAlAn 


2047 


733773 


1071 H71 cry43 745710 


p 
r 


M00057398A'Pn9 


TTP7 Pn'rrtPrtl/vi 


9048 


557177 


1091 191 0*43 945911 


P 
r 


A/f 0005 73 7 1 P'P 1 0 


TTP7 T>M*rtPi^1/w» 


2040 


734587 


1071 lOl ctt43 945913 


P 
r 


M00057334P'Pni 


TTP7 P-rirrtPrtlrtri 


7050 


448431 


1071 T91 Q743 945914 

iyz 1 ..LrZ 1 .gZH J__Z*T JZ it 


P 
r 


M00057336n'PO7 


TTP7 Dn'tMprtlAn 


9051 

Zy J 1 


oy /uuo 


1091 W79 <t-743 945996 
1 yz 1 .X1ZZ ,gZ40 Z4J zzo 


p 
r 


A/T00057778 A -PI A 


T1P7 Pr4*v»Prt1/w» 


9059 


457Q36 


1091 T99 rt-r43 945977 
lyZ 1 .JLZZ.gZH j__Z4 JZZ / 


r 


A>f00057'2'3 1 P'P 1 A 


TTP7 BrJiwrAlAn 


9053 


7971 "59 
/ Z / 13Z 


1091 I 79 rr<r43 745730 

iyz i .juzz.gz4.5_z4 jz^u 


p 
r 


\4T100573'37 A » A 0£ 


TTP7 DnmpAl/m 


9054 


*1 33AA 


1091 T77'3 cr«y4^ 74^740 

i y z i . r z o .gz*f j_z*f o z*f u 


r 


A/10005 71 74T3* A 0< 


TTP7 DnmpAlAn ' 


oo^5 


/£40Qft£ 
O^ZyoO 


1O01 DO/1 rt-r/IQ O/ICOiC/C 

1 yZ 1 .-TZ4 ,gZ4 J_Z43ZOO 


TO 

r 


Tv/rAnn<T2/i/i a ./iao 
MUUUD7J44A.ijU7 


U Cz-r nmiJolon 


OG5£ 

zyso 


40^750 


ioo/! rin'a rv-,A*i ^/icooq 
lyZ4.0UJ .gZ4J_ZHJJOO 


r 


MUUU433U8A.l)Uy 


UCz-uoionMetLiver 


zyj / 


/IQQ^AO 

4yoDuy 


1 yZ4 .JtlUo .gZ4 J_Z4^ i j y 


p 
r 


"KyrnnA/too iaa .pai 
MUUU4iilUA:rUl 


UCz-KJolonMetJLiver 


ZyOo 




1074 P04 rtrrAI 74^0.^7 

1 y Z*f . JcAJ4 .gZ4 j^Z *» J j 3 Z 


p 
r 


MUUU4 j 3U4o . A 1 U 




Zyoy 


45 1 /K£ 
H-314D0 


ioo/i rir»/i o/KO<j4 
1 y Z*f .OU'f .gZ43_Z4 j ^ j4 


u 
r 


TV/f AAA/IUAC A »PA£ 

JYIUUU43 i Uo A.r UO 


UUz-uoionMetLiver 


zyou 


4Q4A05 
4y40Z3 


1074 \yf04 ctAI OA^I^Ci 
I y Zh .MU4 . gZ*f J_Z43 $ DU 


"C 

r 


TV/TAAA/1Q3 1 0T3'"D 1 O 
JVIUUU4331 /£>.£> 1Z 


T TPO _0^1^*i\4^4-T 

Uv^z-coionMetL/iver 


9G£1 

zyoi 


4QA4A1 

4yu4ui 


1074 T>05 rr-yA'i 74^Q70 

iyZ4.rUj.gZ4o_Z4jJ /y 


V 


X>fAAA4'2'20 1*D*PA< 


ucz-uoionMetLiver 


90£0 

zyoz 


4yj 1UD 


1 074 T-JOft fY^Q 04<41O 

iyZ4.rlUo.gZ4J__Z4D4 IV 


17 

r 


TVAAAA/l'aO 1 AO-TJA/l 

MUUU4 J d 1 UCUU4 


U ^z-coionMeti-iiver 


9QA3 


4QAQ57 


1 004 "ROO rt'rA.'X 74^4^7 
1 yZ4. CAJy .gZ4o_Z434JZ 


r 


\/T0004H 04 P 'PO 1 


TTP7 Prt1rt«TUfo+T mmr 

uuz -L/OJonMeiJ-river 


9Q£4 

zyo4 


4Q43A£ 


1Q74 TIO rr«y47 74^4^7 
iyZ4.11U.gZ4o_Z434DZ 


17 

r 


\ii0004H 1 on* A 07 
iVIUU\J4oJ 1ZU.AUZ 


TTPO pAlA«MotT nrar 


9Q£5 
ZyOD 


4Q9544 

4yz.>44 


1074 Til ftT4^ 74^4£Q 
iyZ4J 1 1.gZ4J_Z4j40y 


r 


\jf0004H 1 3ri'"R04 


T TPO _Prt1/\«1VA/*tT nraf 

u i^z -^oionivierXfiver 


90A£ 

zyoo 


4* 1 AC1 


1074Ayfl1 niA'X 74^477 


P 
r 


TV4O004'3'2 1 7TI'P07 


TTP9 Pn1^«\^otT iS ,or 


zyo/ 


4yjyOl 


1 Q04 VI A ^A'X 04^<1ft 
iyZ4.K14.gZ4j_Z4ji!) lo 


t? 
r 


JVIUUU433 1 j^.UUD 


T TOO Oi-v1<-.*«XA^*'T iiinr 

u oz -v^oionivieiLriver 


9Q68 
ZyOO 


45034Q 


1094 1^1^^-743 94^^97 
1 yZ4. l/i J.gZ4j__ZHJ3Z / 


p 


N/1O004H03R-P1 1 


T TP7_Pr\lrtn\4AfT nrpr 


9060 

zyoy 




1 094 1 1 5 07A3 945535 


p 


\4000433 1AP-P06 


T TP9-P/"»1/wA4AtT it7/ar 


9Q70 

zy / u 


450QQQ 
H^vyyy 


1094 PI 7 fr743 7A555K 


p 


M0004330 1 n -U 1 7 


TTP7-Pr\lr*ri\4p+T t\ri>r 


9071 

zy / 1 


4QQ6Q3 

nyyoyj 


1094ni7rrv43 745567 
iyZ4.01 / .gZ43^_Z4jD0Z 


P 


V10004HOO A «T406 
IViUU U4 j D u y A .riuo 


TTP9_PrJrtn < M"<*tT iiwr 


9079 

zy /z 




1094P1R^t43 945577 
iyZ4.rI o.gZ4J__Z4J3 / / 


P 

r 


\if0004H07R-P1 1 


TTP9-P^1nnA/T<*fT it«»r 


9073 
zy / j 


4QQ700 

4yy /uu 


1Q74 T-T1 S f*y43 745570 
i y z*f .n i o •gz f r j jLhdd i y 


P 


\A 0004331 TR'TTOJl 


T TP9_Pri1nn\if*tT ivpr 


7Q74 

zy /*+ 


47Q604 


1Q74T 10 rr«y43 045500 

l y Z4 jl i y .gZ4j_zH-?Dyy 


p 


1VA000433 1 6TVP0A 
1V1UUU4 D D 1 OJLJ . r U4 


T TPO_Pr\lr»n\AfitT ivpr 


7075 

zy /3 


JOZjIO 


1074 "M7 0 fY-»43 745^01 
I yZ4 . IN I y . gZ4 3^_Z43 OU 1 


P 


\400043310A«n01 
IYIUV/U4 J J I yA. SJ\J i 


T7P9-Pn1nnA>f<*fT tif»r 


2976 


553779 


1924 L21 ez43 245631 


F 


M00043316DF09 


UC2-ColonMetLiver 


2977 


. 493746 


1924.E24.gz43_245672 


F 


M00043306B:A09 


UC2-ColonMetLiver 


2978 


494325 


1924.H24.gz43_245675 


F 


M00043312B:A10 


UC2-CoIonMetLiver 


2979 


453078 


1933.H03.gz43_245723 


F 


M00043340B:B04 


UC2-ColonMetLiver - 


2980 


492887 


1933J04.gz43^_245741 


F 


M00043343D:H03 


UC2-ColonMetLiver 


2981 


450283 


1933.F05.gz43_245753 


F 


M00043335D:E02 


UC2-ColonMetLiver 


2982 


494271 


1933.M05.gz43_245760 


F 


M00043351C:A07 


UC2-ColonMetLiver 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


2983 


448110 


1933.O05.gz43_245762 


F 


M00043354D:C01 


UC2-ColonMetLiver 


2984 


412621 


1933.D06.gz43_245767 


F 


M00043330D:G05 


UC2-ColonMetLiver 


2985 


492629 


1933.106.gz43_245772 


F 


M00043342C:G02 


UC2-ColonMetLiver 


2986 


491212 


1933.E07.gz43_245784 


F 


M00043334A:F10 


UC2-ColonMetLiver 


2987 


447057 


1933.H09.gz43_245819 


F 


M00043340D:C03 


UC2-ColonMetLiver 


2988 


496909 


1933.C10.gz43_245830 


F 


M00043328A:E12 


UC2-ColonMetLiver 


2989 


491933 


1933.D10.gz43_245831 


F 


M00043331C:G01 


UC2-ColonMetLiver 


2990 


496870 


1933.N10.gz43_245841 


F 


M00043353D:E12 


UC2-ColonMetLiver 


2991 


500040 


1933.B12.gz43_245861 


F 


M00043326A:H06 


UC2»ColonMetLiver 


2992 


553594 


1933.012.gz43J245874 


F 


M00043354D:H08 


UC2-ColonMetiLiver 


2993 


561712 


1933.N14.gz43_245905 


F 


M00043354A:E06 


UC2-ColonMetLiver 


2994 


450027 


1933.J15.gz43_245917 


F 


M00043344C:C11 


UC2-ColonMetLiver 


2995 


450129 


1933.K16.gz43_245934 


F 


M00043348A:D02 


UC2-ColonMetLiver 


2996 


492779 


1933.C17.gz43_245942 


F 


M00043329B:H07 


UC2-ColonMetLiver 


2997 


453068 


1933.C18.gz43_245958 


F 


M00043329C:D12 


UC2-ColonMetLiver 


2998 


450804 


1 933 .F 1 8 .gz43 J24596 1 


F 


M00043336C:A04 


UC2-ColonMetLiver 


2999 


1015 


1 93 3 .N 1 8 .gz43_245969 


F 


M00043354B:C04 


UC2-ColonMetLiver 


3000 


561834 


1 933 .N20.gz43_24600 1 


F 


M00043354B:F12 


UC2-ColonMetLiver 


3001 


552687 


1933. 023 .gz43 246050 


F 


M00043355B:B01 


UC2-ColonMetLiver 


3002 


517346 


1933. 024. gz43 246066 


F 


M00043355B:D12 


UC2-ColonMetLiver 


3003 


491448 


1935.B05.gz43_246289 


F 


M00043392C:F02 


UC2-ColonMetLiver 


3004 


553890 

*S \J *S \J 


1935K06ffz43 246314 


F 


M00043501A:D07 


UC2-ColonMetLiver 


3005 


635439 


1935.N06.gz43_246317 


F 


M00043504B:C02 


UC2-ColonMetLiver 


3006 


402070 


1935.107.gz43_246328 


F 


M00043409C:C07 


UC2-ColonMetLiver 


3007 


448924 


1935.H08.gz43_246343 


F 


M00043406D:C04 


UC2-ColonMetLiver 


3008 


562886 


1935,O08.gz43_246350 


F 


M00043505B:G03 


UC2-ColonMetLiver 


3009 


558055 


1935.O09.gz43_246366 


F 


M00043505B:G07 


UC2-ColonMetLiver 


3010 


451456 


1935.H15.gz43__246455 


F 


M00043407C:H08 


UC2-ColonMetLiver 


3011 


555399 


1935.N16.gz43_246477 


F 


M00043504C:E03 


UC2-ColonMetLiver 


3012 


498629 


1935H17.gz43_246487 


F 


M00043407D:G06 


UC2-ColonMetLiver 


3013 


490805 


1935.E18.gz43_246500 


F 


M00043401A:E09 


UC2-ColonMetLiver 


3014 


450335 


1935J18.gz43J246501 


F 


M00043403B:A12 


UC2-ColonMetliver 


3015 


446964 


1935.N22.gz43_246573 


F 


M00043504D:G08 


UC2-ColonMetLiver 


3016 


522703 


1935.P24.gz43_246607 


F 


M00043506ti:F06 


UC2-ColonMetLiver 


3017 


549853 


1936.K05.gz43_246682 


F 


M00054494A:H04 


UC2-ColonMetLiver 


3018 


560275 


1936.M05.gz43_246684 


F 


M00054497B:C10 


UC2-ColonMetLiver 


3019 


481057 


1936.P05.gz43J246687 


F 


M00054501C:E08 


UC2-ColonMetLiver 


3020 


414739 


1936.C08.gz43__246722 


F 


M00043508D:C01 


UC2-ColonMetLiver 


3021 


559720 


1936.O08.gz43_246734 


F 


M00054500A:F04 


UC2-ColonMetLiver 


3022 


554908 


1936.MlLgz43_246780 


F 


M00054497D:A04 


UC2-ColonMetLiver 


3023 


449000 


1936.Nll.gz43_246781 


F 


M00054498D:F01 


UC2-ColonMetLiver 


3024 


556768 


1936.F13.gz43_246805 


F 


M00054488A:F01 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ED 
NO 


3LUSTEB 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


JUZD 


44yy /o 


946R40 


V 

r 




t ICl-PnlonMetLiver 


OUZO 




1036 T16 0-743 lAf&*il 

lyjD.J iU.gZ*TJ ZHOOJ / 


V 
r 




I JC 9-PnI AnMetLtver 


3077 
jUZ 1 


ZjOZoZJ 


X7JO.D J 0.gZ*T.}__ZHOOO X 


V 




UC2«PnlonMetLiver 


^079 

OUZo 


CCQC7/1 
JJ7J /4 


1Q3AF91 ty-7/13 946039 
iy oo, nz i ,gz4.3_z*tuioz 


V 
r 


M000S44R7r-A01 


T IP^-PolnnMetTJver 


oUzy 


CCOAOA 

ODzyzu 


103A 07*3 fr-y/13 9/1607/4 


r 


iVlUUVJ JtJvlA.I/1 1 


T TP9-r!nlnn'MetT ,iver 


3U3U 


*<onft£ 


1071 AH1 trvAl 9A6QQ9 

iy / 1 .au i ,gz4.3_z4oyyz 


r 


Mn00S471 7A* A03 


T IP9-Pn1nnMetI.iver 


3U31 


ceo T)2 


1071 nm rr7/13 9/4600^ 
1 y / 1 .UU 1 .gZ*t j^ZHOyy-} 


r 


M0n0 c 1 4790C-A01 


T JC2-rolonMetLiver 

V/ V^UlWlli vXv Ll/1 V vl 


3UiZ 




1071 Uni o-y/13 94.6000 
iy 1 1 .riui .gZ4j_Z4oyyy 


r 


Mnnn^4794"n-P0^ 


T TP9-Cr»1 nnMetl.iver 


3033 


4yo772 


io7i voi rr-r/iQ 747007 
i y / 1 .ku i .gz43_Z4 / uuz 


r 


K4nnn^4797ri'Pn6 


T TP9 -PnlnnMpfT ivpr 


3034 


549550 


ly / 1 .AU3 .gZ43_Z4 /UZ4 


17 

r 


1V1UUU34 / 1 fJ\.\AJ I 


TTP9-PnlAnKlptT ivpr 


1 A*3 C 

3035 


555837 


1Q71 DH^ /yt/IQ 7/470.57 
iy / 1 .JtJUD .gZ43_Z4 /UJ / 


■c 
r 




TTP9-pAlAnMptT iver 


3036 


557714 


1 97 1 .D\)D .gz43_z4 /U5 y 


r 


\/tnno^/i77np'ni n 


TTP9-PolAn\l*»tT iv**r 
U v>Z "LOlOIllVICLJLrl VCI 


3037 


446999 


iy / 1 .E-UO.gZ43_Z4 /UOU 


r 


\>rnnn^4.77ip*ni l 

MUUU34 /Zlv/.J-'X 1 


T TP9-PnlAn\f ptT ,ivpr 

U\^Z"l^UlUllIViCLL/lVCl 


3038 


A C A /f 1 A 

450410 


1AT1 T7AC /I O HAHCMi'K 

1 9 7 1 .r U5 ,gz43__z4 /uo 1 


TJ 

r 


\AnnA<A777P«nni 

MUUUD4 /ZZL/.UU1 


TTP9_pAlAti\A^T ivf»r 

u v/Z" miumvicLjui vci 


3039 


484043 


1A*71 T AC r>~.A1 HA1C\CJ1 

197 1 ,LU5 .gz43_z4 /Uo / 


p 
r 


\yrnnn<;A770R- ahs 


TTP9-PAlon\^**tT 4 vat 


3040 


452488 


1971.N05.gz43__24 /Uoy 


t? 
r 


JVIUUU04 / 3 1 A.JJU / 


TTP9-PolATiMf*tT ivpr 
U KsL "LOlOlUVlclXriVCT 


3041 


/I C AOTO 

450278 


1AT1 A A/C <v-/|0 *)AHf\Tl 

lyl 1 .AUo.gZ43_Z4 /U /Z 


r i 


MUUUD4 / 1 //x.Kjvy 


TIP9-PAlAnTvTpfT vuer 

U \^ Z •V^UIUIliVlCLx««l VCI 


3042 


561313 


iy71.L)0o.gz43_z4 /U/3 


p 
r 


iviuuu 1 zuv_/.nu l 


TTP9-pAlAn\4V*tT ivpr 
U LZ^'V^uiuinvxciJLfi vci 


3043 


C C"J AH £. 

557426 


iy7 1 .LUo.gz4i_z4 /Uoo 


P 
r 


\>rnn 0^4770^-^0^ 

JV1UUUJ4 /Z7D.DUJ 


TTP9-PnlnnMptT ivpr " 

U ^Z~VAmUiUYxC11j1 VCI 


3044 


553316 


1971.r09.gz43_2471z!) 


T7 

r 


\/rnon^A777ri'Pns 


U l^Z-V/UlOLllVxClX/lVCI 


3045 


C C CO 1 o 

555818 


1971.109.gz43_2471zo 


t? 
r 


MUUUD4 /Z0A.1-/UZ 


' TTP9-.PAlAn"mf**tT ivpr 
U wZ"L01UI11VxCLJL#I VCI 


3046 


f f 1 AA/C 

551096 


1971.1410.gz43 z4 /143 


P 


vinnn^4.79^ A • A 

MUUUD4 /Z J 


TTP9-PnlAn'\/fptT iver 
U " V/UIUUlVlClXwI vci 


3047 


C C /Z £ C A 

556654 


1971.rl0.gz43_z47151 


p 
r 


\/rnnn^A7 i 5/i'R'pn6 

iVlUUU04 /jHD.LUO 


T TP 9 -P a1 nn\lpfT ivpr 

U wZ** VAJlUliiVlCUL/l VCI 


3048 


C CC A A1 

555491 


1 97 1 .H 1 1 .gz43_247 159 


p 
r 


\/[fiAfK 4/77 5 A *P00 

jmuuuj4 /ZDA.ruy 


TTP9-PnlAtilvlptT ivpr 

U V-/Z "LUlUIliVICLL/I VCI 


"> A A A 

3049 


C C AO OA 

559380 


1 ATI \M 1 1 A"i ~iAH\£iA 

1 y / 1 . M 1 1 ,gZ43_z4 / 1 04 


i p 
r 




T TP9-PnlAnM>tT Jvpr 


3050 


O /" 1 TC 

86175 


TJ 1 O A1 0/17T7C 

1971.H12.gz43_Z471 /5 


P 
r 


XAO. 0.0,^4.77 ^ A • 
JV1UUUD4 /Z0A.riUO 


T TP9-Pn1 AnMptT ivpr 


one i 

3051 


C/£ 1 OQA 


1Q71 T 17 rrT/43 7/47170 
iy /l.JjlZ.gZ4J_Z4/l /y 


r 


\^onn^4.790PPnR 


I TP9-PnlnnMetLiver 


3052 


AH 1 AC A 

421959 


1Q71 rriA'X 7A77H6 
iy / l.VJl4.gZ4o_Z4/ZUO 


P 
r 




T TP9 -PnlnnMetT .iver 


3053 


>! y| Q /! CO 

448453 


iy / 1.1N X4.gZ4j_Z4 /ZlO 


p 
r 




T IP9-Pn1nnMetLiver 


*3 AC /I 

3054 


562263 


1QT1 T K /vr/iQ 7/17777 

iy / 1 X15 .gZ4o_Z4 /zz / 


p 
r 


\^nnnsd790P'On7 

1V1UUUJ*T /X7V/.UU / 


T IP2-PnlnnMetLiver 

V^^i. V/V/lUlUvXwivL^l V vl 


one ^ 

3055 


553739 


10*71 Tl/C /vizi's 7/177/lfi 
1 y / 1 .1 1 D.gZ4i_Z4 /Z4U 


p 
r 


Mnnn^d776R'FnR 

ivj.v/Uwj't / zocrx/o 


T TP9-Pn1onMetI",iver 

\J \s \J 1 KJi U Y X V LX*f 1 V wl 


O AC/' 

3056 


C CHH AH 

557747 


1 y / 1 .1 1 / .gZ43_Z4 / ZDO 


p 
r 


"^1000^^796^^00 
iviuuu j*t / zojd.fv y 


T TP9 -PnlnnMetT Aver 


3057 


1 yl CTO 

14573 


iflTi XTT7 r>-r/1 1 7A7761 
1 y / 1 . JN 1 / .gZ43_ Z4 /ZO 1 


P 


1^0005473 1 1^009 

lViUUU->*f / D 1-D.vJUZ. 


T JP^-PnlnnlVTetLiver 


3058 


C CO 1 AO 

553108 


1A*71 BIT ^-/IQ O/nO/CQ 

iy71.rl / .gz43 — Z4/Z03 


p 


iv>roon^4.7^4P- A07 


T TP9 -PnlnnMpfT .iver 


O Af A 

3059 


C C Af\A O 

554048 


i ATI t/" i o r.-Ai OAT)7A 
iy /l.Klo.gZ43_Z4/Z/4 


r 


A4n00^4798n-"R07 

IVIUUU J4 / ZOJL^.AjU / 


UC2-ColonMetLiver 


3060 


550315 


1971 LI 8 ez43 247275 


F 


M00054729D:D05 


UC2-ColonMetLiver 


3061 


449035 


1971.I21.gz43 247320 


F 


M00054726C:D10 


UC2-ColonMetLiver 


3062 


524721 


1971.I22.gz43 247336 


F 


M00054726C:E07 


UC2-ColonMetLiver 


3063 


555571 


1971.A24.gz43„247360 


F 


M00054718A:D11 


UC2-ColonMetLiver 


3064 


553869 


1971.N24.gz43_247373 


F 


M00054731C:H12 


UC2-ColonMefLiver 


3065 


552686 


1971.P24.gz43 247375 


F 


M00054735A:G09 


UC2-ColonMetLiver 


3066 


424723 


1972.I03.gz43 247416 


F 


M00054743A:'C07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEP 


SEQ NAME 


ORDE 
NT 


CLONE ID 


LIBRARY 


3067 


499517 


1972 P03 cz43 247423 


F 


M00054750TVW1 ? 
ivxuuuj'f / juu.nxz 


TTf^-fVvlrMVIVvfttfT iiror 

u v^zH^oioiii\ioiijiver 


3068 


551441 


1072L04ez43 247415 


r 
r 


M000S4745r>-n00 


u \^z^oionivieu-iiver 


3069 


86145 


1072 P04 0741 247410 

i7/A>.i:ut.gLtj A.*t i '■toy 


1 F 
r 


M000S4751 A* AOS 
IVXUUUJ'f ID lA.nuJ 


u i^z-coionjvxcxijiver 


3070 


556167 


1972 P05 P741 24744? 


F 
r 


M000S4717R*M1 1 
ivxuuujh / j /D,ni x 


u uz^oioiiivietLiver 


3071 


5S3R14 


1072 T05 0741 247440 


r 


M000S4744 A *C1'\ (\ 


ucz^oionivietiwiver 


3072 


454186 


1072C06O741 247458 


F 
r 


lU000S4717r t -Rn 1 


u c z -v^oi oiiivietLi ver 


3073 


466215 


1 072 F08 0741 24740? 

17 /Z.EfUO .g^T-J aH/ 4 t7Z 


F 
r 


M000S471QP-P1 7 
lVXUUUJ*f / J7V/.I3XZ 


TTP7 P r>A r**\ TV /f rxfT tirof 

u uz-uoioiiMeijLiver 


3074 


562321 


1072O00q741 247518 


F 


mooos47so a -rii O 


u i^z ^oionMcu-ii ver 


3075 


450142 


1072 F17 0741 247556 


F 
r 


M00054710r , «T70S 




3076 

J VJ / \J 


557^68 

J J / JUG 


1072 012 0741 247566 

17 /Zf.v/1 Z..gAtJ Art/JOvJ 


F 


M000S47S0P'FO? 
IVluUU J'r / JUX5.JT UZ 


v ^z-v^ojoiHvxcLJLiver 


3077 


5??!?? 


107? ft 11 0741 747560 


F 
r 


M000S4716R-T401 
ivxuuu jh / joxJ.riUj 


ucz-i^oioiiMeiXriver 


Jv/O 


S 5 8670 


107? HI! 0*41 747571 

17/A ,X-r 1 J .gZH J Z4 / J 1 X 


F 
r 


Mnnns47i8TVT7ni 


T TP7 -P^lz-vnTV/f o+T ixror 

ucz^oioiiMetLiver 


1070 


457757 


107? Til 0*41 747576 
X7 /Z.XXj.gZ4j__Z4/ J /o 


F 
r 


\yfOOOS474lP»T71 1 


u cz -^oioiiMeiXfiver 


10RO 

JV/OVJ 


S71751 


1 07? TM1 10741 747581 


F 
r 


\^000S4748'R'ni (\ 


u cz^oionMetiwivcr 


10R1 


50707 
jyzuz 


1 07? "KT14 ff^dl 747S07 
X7 /Z.lN X4.gz4j__z4/ jy / 


F 

r 


\Af\ AH S A 74 CT5 .UAO 
IYIUUUjh /*roi5.rlU7 


uc2^oioiiMetLiver 


108? 


S5170? 


107? P 14 0741 747500 
17/a.i X*r.gZ4J__Z4 / J77 


F 
r 


M000S47S 1 "R*171 7 
IVXvUUjh / D XJ3.r XZ 


T T/^7 K »f T «iAfi 


Jl/OJ 


4QSR1? 
47JO jZ 


107? D1S »741 7476A1 
X 7 / L.\J ID .gZHD^ZH / OUj 


r 


nn s 4 7 1 ft r> • riA7 


ucz-^oionMetX/iver 


ios*4 


4011?? 
4tj XZZ 


107? F1S 0741 74760S 
17 /z.r x j.gZ4 j^zh /ouj 


r 


\Af\ fifl S 4 74 H C 1 '1t(\ 9 


TT07 r^^vl^«A/f «+T « ms- 


10RS 


401 IIS 


1 07? n-1 S <»741 7476A6 
ly /Z.U1 j.gZ4j_Z4 /OUO 


17 
r 


IVXUUU J*f /4 XCUUo 


TT/^7 ^y^T^^TV/Ta+T 

u cz-L,oionMetLiver 


1086 
jUoO 


S677G1 
jOZ /So 


1 07? *K* 1 S 0^43 0476 Ifl 
X 7 / Z .IV 1 D .gZH 3_Z*f / 0 1 U 


r 


JVXUUUj4 /4jCx>1z 


U Cz-CoIonMetLiver 


1087 
juo / 


SR7RS4 
jo/ oj4 


107? T16 <yt41 74767 S 
X7 /Z.J XO.gZ4J_Z4 /OZj 


r 


JVXUUU j4 /44L,.JJUZ 


UCz^olonMetJLiver 


1088 


5S14S7 
DDDhD / 


107? AIR rr«»41 74766? 
X7/Z.LJlo.gZ4j_Z4 /OOZ 


■p 
r 


\4 , nnns47snr , -rini 

MUUUj4 / jUU.UUZ 


u Cz-coioiiMetLi ver 


108Q 


SSI 778 

JJl / /© 


107?rJ1OrYT41 74767 A 

X7 /z.oxy.gz*f j_z*f /o/u 


r 


MUUUJ4 /4xLI.CUj 


ucz-uolonMetLiver 


10QO 

juyu 


SSS077 
DDDKJ 1 1 


1Q7? TIO r*-y41 74767? 
X7 /Z.XX7.gZ4J__Z4/0/Z 




\/fnnns474 < aT^-PA4 
MUUUj4 /4^U.rU4 


U v^z-uoionMetLiver 


1001 
JU7 X 


SS7R71 
JJ /o 1 X 


1 07? V 1 0 rr741 747674 
Ly /Z.X\>Xy.gZ4j__Z4 /0/4 


r 


A A n A A ^ /! 7/1 ^ .TJ A7 
IVXUUU j4 / 4 J L/jrlUZ 


u cz-uoionMetLiver 


100? 


5607R? 

JOUZoZ 


107? P?1 o741 747608 
X y 1 Z . V/Z X .gZ4 j Zt / 070 


p 
r 


A4AAnS471ST5«T71 7 
1VXUUUJ4 / JoJD.-ClZ 


u i^z -uoionmetijiver 


1001 


5014S? 
JUj4jZ 


107? T ?? rr741 747771 
X y 1 Z .XwZZ .gZ4 j__Z4 / / Z j 


p 
r 


"MnnAS4746n*PAs 

IVXUUU J 4 / 40L/.HUJ 


u i^z-uoionjvxeu-fiver 


1004 
jv/7*t 


555771 

JJJ 1 ID 


1 07? Ti?4 0741 747747 

17 / Z.X/Z4.gZ4J_Z4 / /4/ 


p 
r 


AyT00AS471Q A -F07 
IVIUUU j4 / j7A.rU / 


u v^z-v^oionivxcXJLriver 


1005 


474100 


1077 M?4 (T741 7477S6 

I 7 /Z.lYXZ4.gZ'rJ Z*T / / JO 


F 


MAOAS4747n«POS 
JV1UUUj4 /4 IU.IjKjD 


v z -coionM eiijiver 


10Q6 


55601Q 


1081 T01 »741 747760 
X70l.JUX.gZ4J > _Z4/ fOy 


p 


M000S4764r>«Pn 1 
IVXUUU j4 / 0*tiJ.r U X 


u LyZ-i^oionjvxeu-fiver 


1007 


47? 1 06 

*T / £m 1 7VJ 


1081 TO? 0741 747784 

X70 X .lWZ..gil < Tj .Z.*t / / Ot 


r 


M000S4761 A • A 1 0 

lVlVJuU J»t / wjJ\.J\ 1 U 


u i^z-v^oionivieiJLiver 


1008 


51161? 


1081 HOI 0741 747705 

X 70 X .U\JJ .gZ*T J Zt / / 7 J 


F 


MOO0S47S5TYFOS 
IVXUUU j 4 / DDD.lZ\)D 


u i^z-v^ionMeu-fiver 


1000 


S5115R 

JJJ X JO 


1081 P01 0741 747707 
X7o x .ruj .gZHJ ZH / / 7/ 


p 


"M000 S47S 0 A -PAft 
IVXUUU J4 / J7A.i3Uo 


TTP? Prvl r\r*A/f crfT nror 

u v-rZ -v^oionivxetLrver 


1100 


40866? 


1081 T 01 0741 747801 

X 70 1 .Jl/\J J .gZ*r J_Z*t / Ovj 


F 
r 


M00054766P*P08 
1VXUUUJ4 / ODv^.I5UO 


u i^z-i^oioiHvxeiJUiver 


1101 

J lv/1 


5S1601 
j j i\jyj 


1081 P04 0741 747810 

1 70 X . Ov/ £ t , .gZ*r j__a't / 0 1 v 


F 
r 


A4000S4754n«Fl 1 


u LyZ-i^oionivicUjiver 


3102 


554021 


1981.I04.gz43 247816 


F 


M00054763C:D07 


UC2-ColonMetLiver 


3103 


550402 


1981.O04.gz43_247822 


F 


M00054769B:D12 


UC2-ColonMetLiver 


3104 


448510 


1981.P04.gz43_247823 


F 


M00054770B:D09 


UC2-ColonMetLiver 


3105 


558900 


1981.105.gz43_247832 


F 


M00054763C:F10 


UC2-Co!onMetLiver " 


3106 


554294 


198LK05.gz43_247834 


F 


M00054765D:D05 


UC2-ColonMetLiver 


3107 


450840 


1981.106.gz43_247848 


F 


M00054763C:H04 


UC2-ColonMetLiver 


3108 


561487 


198LJ07.gz43_247865 


F 


M00054765B:C03 


UC2-.ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEONAME 


ORIE 
NT 


CLONED) 


LIBRARY 


1 1 AO 




1081 T H7 #y«7/13 7d/7ftA7 
1 y 6 1 .IjU / ,gZ*f 3_Z^ / 00 / 


r 


A H^47/;^P-T7n 1 
MUUIOH /00\^. Dv 1 


TTP7_/^AlATi\yTi*fT itmr 


1 1 1 A 

311U 


<7577< 
jZo / O 


lOftl DA7 rvrAI 7A7271 


r 




TTpO_P , rv 1 r . r .A Kofi nnar 


Q 1 1 1 

3111 


jjjyio 


1QQ1 T5AQ 7/17073 

iyol.l5Uo.gZ4J_24/o /O 


r 




TTP7 P a1 An A Aof T i-irof 


OHO 

3112 


/I 77A/HC 

47/04O 


i aqi TQAA n,— A1 7/1'7000 

li/o 1 .Buy ,gZ43_z4 /ooV 


u 
r 


MUUU04 / j 3U.AU J 


u i^z-uoionMeuL»ivcr 


3113 


jjlioy 


1AQ1 HAH n-nA'i 7/170O1 

lyo 1 .lJUy.gZ43_z4 toy 1 


T7 


A/f AArt^/17^/C A .P 1 7 




O 1 1 A 

31 14 


OiCooAA 
263 SOU 


1 y o 1 .OUy .gZ4 3_Z4 / oV4 


r 


MUUU34 /oUJJ.JoUi 


TTP7 PAlA*»A/f«*T ii rxvr 


one 

3115 


/I ACA/17 

495942 


1 no 1 A 1A 7/17AA/I 

198 1 .AlU.gz43_247yU4 


r 


MUUU34 /DZD.rlUo 


TTP7 <->T /^-r\ A ^ /a4-l «rAfi 

u cz-uoionivieu-«iver 


31 16 


<C£ 1 07 


iy o i .xi i u.gz43_z4 /y 1 1 


r 


jviuuuoh /ozA.jJuy 


T\r*1 pAlA«Aul«tT itrA-r 


3117 


448337 


iaqi AJ1A **r*A1 7/I7Q17 

iyoi.JNiu.gz4J_24/yi / 


r 


A/f Ann</i7^Q'n» a ni 
/ DoU.AU 1 


TTr"*7 Pa1a«ATo*T nioii 


3118 


554161 


1 AOI Til A A o a>i^aia 

1981.rlU.gz43_2479iy 


r 


TV yr a a a c a n n a . A /I 
MUUUj4 / /UdUU4 


u czn^oionMetLiver 


3119 


256179 


i AOI Till O^lrtll 

1 98 1 .B 1 1 ,gz43_24792 1 


•c 
r 


MUUU34 /53U. t/12 


u cz -l^oiohm e lli ver 


3120 


555478 


i r\o i "nil ~~ a a i/nnoc 
1981.rll.gz43_247935 


r 


A /T A A A £ /1 77 .T\ A £ 


T TP 7 P a1 A Aext-T n rav 

u i^z-i^oioiiMetJLivcr 


3121 


554581 


1 98 1 .P 12.gz43_24795 1 


F 


M00054770C:F 10 


UCz -L/OionMetLiver 


3122 


553922 


i r\o i nn ^ A*y t>i7Ai9 

198 1. Bl 3. gz43 247953 


T7 

r 


1V/rAAA</f7<7rVLT1 A 

M0UUj4/j3U:rllU 




3123 


554336 


198 1 .El 3 .gz43 247956 


r 


AyrAAA^/fT^O A -17A7 

MUOU j475oA.r U3 


11/^7 P/sT wriA/Tj*fT lira* 


3124 


560529 


iaoi rn /j a o>nAC7 

1981.F13.gz43_247957 


u 
r 


MUUU5475yC:ljlU 


u uz-uoionMetLriver 


3125 


C C O AAA 

558900 


IAOI U 1 A -.— A1 *>AHC\HC 

198 1 .H14.gz43_247973 


T? 

r 


A>TAAA^/!7/C7TJ«17A7 

MUUUj4/o2l5.rU2 


T TP 7 A A 1 A «\if a |T Zm T av* 

u L/Z -i^oionMeTXfivcr 


3126 


447667 


1 AO 1 A/T1 /! ****A1 7/17QQA 

iyol.M14.gz43_24/yoU 


17 

r 


A >f A A A 5 A 7 £ 7/~* • F4 A^ 
MUUU34 /O /1^.1-/Uj 


TTP7 PaI An A^*»fT nrpr 


3127 


551288 


198 1 .D 1 5 .gz43 J247y 87 


u 
r 


A >I A A A ^ /t 7 < • P AO 

JVIUUUj4 /56L/.L/U<> 


TTP7 pAlA«Ayf**fT nror 


3128 


122169 


IAOI n C *~-.A1 1/nAOO 

1981.E15.gz43 247985 


17 

r 


AiTAAA</17^0'D.# r,, l A 
MUUU J4 10 OD.C 1 U 


TTP7 P/\l/-vr»TV^£*fT itrar 


3129 


551617 


IAOI TTl f ^—A1 O/ITAAI 

198 1 .H 15.gz43_2479y 1 


T? 

r 


TV /f A A A £ A 1 C 7 "D »T7 A 7 

MUUU34 /62J3.r U / 


TTP7 P/s1r»fkA^<»+T iirat> 


3130 


260558 


1 98 1 X 1 5 .gz43_2479y5 


17 

r 


A/fAAA</f 7££TVIJA7 

MUUU34 /DOU.rlUZ 


TTP7 P/\1r»T*A/f«fT itrar 


3131 


558609 


IAOI T)1/ ^ A** OvIOAAl 

198 1 .B 16.gz43_248U01 


r 


A >f A A A * /1 7 < vl XI • T? A A 

MUUUj4 /54B.rU4 


TTP7 pAlAWJV/TafT itrav 


3132 


554352 


IAOI 1 ZT y* "5 AvlOAA/4 

1981.E16.gz43_248004 


F 


A>TAAA5/I7£ OTD«r\A7 

M0UU5475ol5.LlU3 


ui^z-coionMCiXiver 


3133 


556064 


1981.F17.gz43J248021 


F 


XifAAAC/nCAA.CAl 

M00054759D:EU1 


1 T^* O ^1 rf/^+T Zm 


3134 


508126 


IAOI VIT A A O/tOAOtt 

1 98 l.K17.gz43 248026 


F 


A>f (\C\C\ZAHCC A .Ul A 

MUUUj4 /60A.IIIU 


TTP7 P/-»1 rvt-» A /fo+T ■it;P>T- 

U V^Z-UOJ OlllVieTXfl Vcr 


3135 


549576 


IAOI TV* 1*7 /I O OylOAOO 

1 981 .Ml 7.gz43 248028 


17 

r 


A>fAAA</17/I7/^»U"A/i 


TTP7 Prt1i-i*iA4'«*+T iiror 

UV/Z -UOiOIUVlcTXrlVcr 


3136 


554000 


IAOI A lO ~— A O O/IOrtOI 

198 1 .A 1 8 ,gz43_248032 


■c 
r 


A/rAAA</17^'2 A - A A< 

MUUU 54 / DiA. AUD 


TTP7 pAlAr»A/f<*tT i-.rt*T 


3137 


554049 


1981.E18.gz43_248036 


T? 

r 


TV>f AAA^/17<Q"D«XJA7 

MUUU j4 / joJD.riU3 


T TP 7 P/\l /-vrtA4*yrT 11 ror 


3138 


558503 


1981.H18.gz43_248039 


r 


A/TAAA</17/C7/^« A 1 7 

MUUU54 /02CA1Z 


TTP7 pAlAnATjafT 


3139 


451993 


IAOI TV 1 A A A ^/IOA<1 

1981 .D 19.gz43 J24805 1 


r 


\K AAA</17^/Cr\-17A< 

MUUU54 /joU.rUj 


TTP7 P r»r» A /f <s+T iirpr 

u cz "i^oioiiivieii-»iver 


3140 


558949 


IAOI Alft A *5 O/IOA^O 

1981.O19.gz43_248062 


u 
r 


TVAAAA^/177A A 

MU0U54 / /UA:CUO 


TTP7 P/^lAT^Ayfo+T i.irt>r 


3141 


553131 


IAOI TAA /! O OylOA^O 

1981.J20.gz43_248U73 


17 

r 


AyfAAA^/17/;</^. , I71 A 

MUUUD4 /o5Cr 1U 




3142 


555343 


1 AO 1 TV1 1 A "3 ^ilOAOO 

1981 .D2 1 .gz43JZ48U83 


r 


A/1AAA</17<7 A «XJA7 

MUUU 34 id /A.rlU / 


TTP7 P /VI An A /TotT nrpr 


3143 


512432 


1 98 1 .N2 1 .gz43_248 093 


i? 
r 


a>taaa</17/:q a »ni a 
MUUU34 /oyA.CjlU 


TTP7 P/~ilAnA>f£»fT irrf*r 






1QX1 R97 a743 248097 


F 


M00054754C-H09 


UC2-ColonMetLiver 


3145 


551117 


1981.F22.gz43_248101 


F 


M00054760AJV12 


UC2-ColonMetLiver 


3146 


556475 


1981. L22.gz43_248 107 


F 


M00054767A:F08 


UC2-ColonMetLiver 


3147 


552549 


1981.M22.gz43_248108 


F 


M00054767D:G09 


UC2-ColonMetLiver 


3148 


470351 


1981. P23.gz43_248 127 


F 


M00054771A:E01 


UC2-ColonMetLiver 


3149 


561535 


1981. F24.gz43_248 133 


F 


M00054760A:D10 


UC2-ColonMetLiver 


3150 


1093 


1981.G24.gz43_248134 


F 


M00054761C:E02 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 

NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3 ID I 


9984 

ZZOH 


1Q81H94oy43 948 






I IC9-Cn1nnMet Liver 


^1 ^7 
j 1 JZ 




1089 Ffil 074^ 948140 


V 

JT 


Mn0054778A-D01 


T IP9 -PnlonMetLiver 

W v>^ «^\J1 will VAwiJL^l V 


^1 ^ 


4Q977Q 
*f yL 1 ly 


1089 A 09 0743 948160 


JT 


MOO0S4771RF12 


T Jr 1 ?^^^^^^^ Aver 




<5*2Q4R 
JJJO*fO 


1089 P A 9o741 948175 


F 

JT 


IVlUvVJtOvUA.VJWT 


T 1^9 -T* a1 nnMetLi ver 


7 1 ;c 


jjOOoO 


10510 PfH 948178 

lyoz.Vvv.j.gZHo^ZHoi /o 


F 
r 


M0nn^4774R- A07 


T TP9-PnlAnMptT J ver 




^<^74 
3DD3Z*f 


1087 WfH <y 7 43 948183 


r 




T IP9 -Pnl on MpfT Jver 




jjIUoo 


1087 L(\A ctvAl 7481 07 


r 
r 


Mnnn^d.77 1 p- A 1 1 


T TP9-PAlAnMf*tT .wer 


31 JO 


«0 1 83 
DDZIoj 


1 Q87 Hfi4 &74^ 7489fi£ 
1 y oZ . UU*t .gZH 3__Z*t oZl/O 


F 
r 


M00nS480SA-FT04 

1VJ.UU v«7*t O UJA.Ilv/t 


T TP9 -PolnnMetT .iver 


*3 1 <A 

3159 


5510U3 


1QC7 Pfi^ o't/I^ 0/1871 "5 
iy8Z.rU3.gZ4j_Z45ZlJ 


r 


\>rnnnsd778 a «Fft8 


!TP9-T , AlATiMptT iver 


3160 


d ZTC^ A*7 

465207 


1 9 oz . IjO j .gz43_Z45Z 1 4 


Jr 


\4 nnn^A770P- a n7 


TTP9-pAlAn"N>f/*tT ivpr 

U v^Z V-XJlUlJiVlvUL/I VvX 


3161 


533991 


1 QOO XJAC r+-TA1 74ft71^ 

iyoZ.rHJ3.gz4j_ZHozlD 


r 






3162 


553868 


1 9oZ.lv05 .gz43_Z4oZ 1 o 


r 


A /TfiAfi ^ 4 7 8 ATY Ffi 8 
1V1UUU04 /oOU.rUO 


TTPO-PrtlAnlMpfT fi/pr 


3163 


553774 


IfiOO /v«/11 7>1Q77< 

1 y 5Z.£>Uo.gZ4J_Z4oZZj 


r 


A>lfififi^4777n*^1 9 


TTP9-pAlAtiA^ptT ivpr 

Kj WZ "^✓OIUUJVl CILd V Vl 


1 £ A 

3164 


ff jl ATI 

554072 


moo f^c\£. /v-zio 0/1Q07/: 
19oZ.CUo.gz43_z4oZZo 


17 

r 


N^fififi ^/177zlP*Ofi8 
1W.UUUJ4 / /4J3.VJU0 


TTP9-PAlAnMpfT ivpr 


3165 


554828 


19oZ.li0D.gZ43_Z4oZz<S 


17 

r 


IVyf fi fi fi ^ 47 7 • CtC\6 


TTP9-PAlAnMptT iver 

\J Z - V^UIUIll VI v LL/1 V vl | 


3166 


559872 


19oZ.vj0o.gz43_Z4oZ3U 


r 


\^fi fi fi ^ 47 7 OP • Pfi7 


TTP9-PAlAnMf*tT iver 

U V/i. V/U1U1 11 VJ. V LL/1 V VI 


3167 


491570 


19o2.ri0o.gz43_Z4oZJ 1 


17 

r 


iVlUUU34 / OUI5.VJ1U 


T TP9-PAlAn\fpfT iver 

IJv^Z. wUlUlllVlvLL^lvwl 


3168 


275 


19oZ.MUO.gZ4j_Z45ZJD 


r 


\4fififi^48fi9P- Afi7 


T TP 9 -Pa! nnMptT jver 


3169 


£ CI A1 A 

552019 


198Z.C0 /.gz4o_24oZHZ 


r 


Tvyrfififi<;4774.r' Afi^ 


T TP9-PAlnnMetT Jver 

KJ V/A " V--VJ1VJJJUIV1 V tul V VI 


3170 


556183 


moo r^nn ****ai iaqia£ 
1 yoz.LrO / .gz43_z4SZ4o 


V 


VTfififK4770P'P1 1 


TTP9-Pn1rmlW>tT iver 

VJ VyZ.™ VAJIUIU VJ. CILfl V Vl 


3171 


552535 


1AOO TAT O/IQO/iO 

19 82. JO / .gz43_Z4oZ49 


■c 
r 


\yrfififi^4784P'"ni 1 


TTP9-pAlAnMptT iver 

\J V/Z. ""w Vl Ulll VI VUUl V VI 


3172 


551718 


iyoZ.A0o.gZ43___Z4oZD0 


F 
r 


MfifirK477i "n-nni 


T TP9-PrtlAnMetLiver 

KJ vl V1UVXV1X" V VI 


3173 


551 169 


iyoZ.DUo.gZ4^_Z*loZ3 / 


17 

r 


\AC\fi(\SA171 A FfiO 


T TP9-PnlonMetLiver 

VJ V^Z» v> VI V/1U VI mUI V VI 


3174 


eel AOA 

551080 


1O07 T7A8 7487A1 
iyoZ.rUo.gz4j_z4oZOI 


r 


Mfififi^4778P*A09 


T 7P9-Pnlon]vTetLi ver 

V> V^Z* V^ViViXLYXV l.l /I V VI 


3175 


517146 


ifton T>AO rt-zi o 7/1ft77i 
iy<SZ.rUo.gZ4J_Z4oZ/ 1 


r 


\yf fififi^dSfifiP-P 1 9 


T TP9-Po1nnMetLiver 


3176 


A A*> 1 /IT 

40214/ 


1O90 ryrzl^ 7^1877^ 

i y oZ . i3uy .gz*f j_z*t oz / ^ 


p 
r 


MfififiS4773 A *H05 


I JC2-ColonMetLiver 

\j \sA* V/vivui nviui » vi 


3177 


557269 


iyoZ.JJuy.gz*tj_Z'foz/ j 


r 


Mfififi^477^A*D1fi 


I TP9-PolonMetLiver 

KJ v>Z» \s \Jl Vlli Vi V LJ-/1 V VI 


3178 


C*3 AO 

539353 


iqqo *\I A Q rt-rA'X 74878^ 

iyoZ.iNuy.gz4j_z**ozoj 


p 
r 


TVyffififi^48fi4 A V(0d 


T TP9 -PnlonMetLiver 

VrZ» V^VlVlllVXVLwl V V* 


*5 i ta 

3179 


560520 


l y o z . ui u . gz43_z*t ozy i 


p 
r 


Mfififi^477fi A -Ffi 1 


T TP9-Pn1onMetLiver 


3180 


cnc A1 /! 

575924 


lfiOO Tift 7/197QA 

1 y o2.i 1 o.gz4^_Z4ozyo 


p 
r 


\Afififi^4789n-T) 1 9 


T TP9-PolonMetLiver 

KJ V/Z> w VlViu vi vl~ui v vi 


3181 


ff /(COO 

554582 


1 982. J 1 0.gz43_Z4oZy / 


p 
r 


A/Tfififi^478d"n*Rfi 1 
1YLUUU J*t / OHL/.DUl 


T FP9 -PolonMetLfver 

U Z> V^ Vl VI U VI V ILil V VI ) 


3182 


555696 


1 AOO H/TIA r,—A1 0/1Q7nn 

1982.JVll0.gz43_Z4oJUU 


p 
r 


\yffififi^48fi9"n* AfiO 


T TP 9 -Pnl onM etLiver 

U V^Z> VI UlilVl vlUl V VI 


3183 


556856 


1982.U10.gz43_Z4<SjUZ 


p 
r 


lV/ffififi^48fiSP*Pfi^ 
1VLUUU J 4 O U D JD . JQUD 


T TP9-Pn1on\TetLiver 

KJ V^Z» "V^VlVlUVxVLL^l V vl 


3184 


A A TOO £. 

447926 


inoo r\i 1 r*>*A 1 O/f0'an7 
1982.U1 l.gZ4j_Z4ojU/ 


p 
r 


lV^fififi^477^ A *Ffi7 


T TP9-PoIonMetLiver 

VVfc WlvlUilVUJl TWA 


"> 1 Of 

3185 


553743 


1982.111 l.gZ4^_Z4o^Uo 


p 


Mfififi^477^n*nno 


I JP2-ColonMetLiver 


3186 


553979 


1982 Nil. gz43 248317 


F 


M00054804B:E07 


UC2-ColonMetLiver 


3187 


497912 


1982.01 l.gz43 248318 


F 


M00054805B:E11 


UC2-CoIonMetLiver 


3188 


412621 


1982.D12.gz43 248323 


F 


M00054776A:G01 


UC2-ColonMetLiver 


3189 


497477 


1982.M12.gz43 248332 


F 


M00054802D:C02 


UC2-ColonMetLiver 


3190 


552188 


1982J13.gz43_248345 


F 


M00054785B:B07 


UC2-ColonMetLiver 


3191 


456052 


1982.M13.gz43_248348 


F 


M00054802D:C03 


UC2-ColonMetLiver 


3192 


143346 


1982.H14.gz43 248359 


F 


M00054780C:G11 


UC2-ColonMetLiVer 
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Table 2 



SEQ 
ID 
NO 


XUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 




553937 


19R? "N14 P743 248365 


F 


M00054804CF04 


UC2-ColonMetLiver 


3194 
j l 7*t 


5*56856 


108? OI 4 0743 748366 


F 


M00054805BG02 


UC2-ColonMetLiver 


3195 
3 1 y J 


586600 


1 08? A 1 S 0743 948368 
1 27 OjL .rv i J .g£*t J_x*t ojuo 


F 

X 


M00054772BB01 


UC2-ColonMetLiver 


3196 


569963 


1089 T1S 0747 948377 


V 


M00054785C-C02 


UC2-ColonMetLiver 


7107 
J ly 1 


555469 


1089 ri6o743 948386 


V 

A 


M00054775AD07 


UC2-ColonMetLiver 


71051 
j xyo 


7Q41 £8 


1089 016 D747 948308 


F 


M00054805BG10 


UC2-ColonMetLiver 

V-*' V*^ VvlvXUTAVI*Awi T VA 


71QQ 


479679 


1089 A17 0743 248400 


F 


M00054772BD04 


UC2-ColonMetLiver 




SOS 1 S1 1 


1089 P17 D743 94840? 


F 


M00054775A-G03 


, UC2-ColonMetLiver 




S 54697 


1089 fr17 0743 948406 


F 

X 


M00054779DF07 


UC2-ColonMetLiver 


70A0 
JZUZ 


SS970S 


1090 117 a-747 948408 
l70Z.ll / ,gZ £ 0_ZH , o'*vo 


F 


M00054783C»r03 


UC2-ColonMetLiver 


7007 


4£0S1 1 
40Z3 1 i 


1080 T17 ctt47 94840Q 

I70Z.JI / .gZ t tO_Z t tO*Tv7 


F 


M00054785C*G11 


UC2-ColonMetLiver 

V*' V-^ A* Vvi vlii ™ AW ItAWl ▼ VI 


OOA/1 

JZU4 


SSOQ 1 7 


1 090 VI 7 r»-y47 04841 0 
I70Z.IS.I /.gZ*^_Z*to*tlU 


F ! 
r 


M00054788C-G04 


I TC2-ColonMetLiver 

\J A> V^VJil/lU "lw 11/1 V VI 


qoas 


1 / 3 /jo 


1 090 \A"\ 7 <r747 94R419 
I70Z.MI / .gZ £ fJ_Z £ toH'lZ 


F 


M00054803AD08 


UC2-ColonMetLiver 


JZUo 


/107AOS 

47jUoD 


1 090 A19 rt"747 948416 
I70Z.AI 5.gZ^j_Z*tO*f 10 


F ! 


M00054777B-F03 


UC2^oloiiMetLiver 

<t« \-/vlV/lXl Tlv Hi ▼ Vl 


3ZU/ 


3j /o34 


1 090 PI 9 rt>r47 948417 
l7oZ.Jt>lo.gZ4j_ZHo*tl / 


F 
r 


M00054773C-F09 


UC2-ColonMetLiver 


OOAQ 

3ZUo 




1 Q90 1719 r»?47 948491 
l70Z.r lo.gZ*t.5_Z*toHZl 


F 


M0005477RC-F09 


I JC2-ColonMetLiver 


izuy 


<;si /ios 
jj14Zj 


1 Q90 OI 9 rv»47 948499 
1 7oZ,VJl 0 .gZ*f J^ZHoHZZ 


F 
r 


M00054779DF08 

lVlUUu J*T / #7X^.X V/O 


UC2-ColoiiMetLiver 


OO 1 A 

3Z1U 


/l OA/1 1 /I 

4yU414 


1Q90 Ulfi rrvAl 94849 A 
1 70Z .IS. 1 0 .gZ*K3_ZHOHZO 


F 


M00054789A-A02 


UC2-ColonMetLiver 


3211 


i sea 


1O90 \/f19 r»vd7 948498 
1 70Z.M 1 0 .gZ4 J_Z*tOHZo 


F 


M00054803 A*E1 0 


UC2-C^lonMetLiver 


3212 




1 OCO "MIS /YTil7 049400 
1 y o2 . IN I <$ .gZ4 J_Z4Q4Z7 


F 


M00054804D-D07 

1V1v7vV-7*tOI/'tXv.X-/v / 


T IP2-T'nlonMetLiver 


3213 


A AO O 

44oo2y 


l OQO D1Q #>>v/17 0/19/177 

l70Z.15l7.gZ4 J J. C *O i TJJ 


F 
r 


M00054773r-F1 0 


T IO?-Co1onMetfJver 

\_/ Z> V vl vlii UV H /I V VX 


3214 


DjZUUO 


1Q90 TIO rrT47 048441 
I70Z.J iy,gZ4J_ZH0*f*f 1 


F 


M00054785DA07 


UC2-ColoiiMetLiver 

V-/ v/vl\/lli T A VtjWl T WAV 


OO 1 ^ 


3j411o 


1 090 TVyfOH <tt47 948460 
1 7oZ.JVlZU.gZH j_ZH OH-OU 


F 


M00054803B-B 1 2 


UC2-ColonMetLiver 

V*^ ^^AV WVAVIU'A VkAVA T VA 


3Zlo 


S0S7Q0 

3U3 /yz 


1O90 1401 <t-747 948471 
l7oZ.rlZl.gZ*f j_ZHo t f/ 1 


F 


M00054781AH09 

IVIUUVJ" / OIA.11V7 


UC2-ColonMetLiver 

V_/ X^A> VvlvlAl'XVWAVA T VA 


321 / 


S£1 /IOO 
D014ZZ 


1090 TO! <t^47 948477 
1 7 5Z . J Z 1 .gZ*f 3_Z*t oH / 3 


F 


M00054786A*G1 1 


UC2-ColonMetLiver 


3Zlo 




1 090 M04 cr-747 948S94 
1 70Z .lvlZH .gZH ^_Z*r 0^Z*r 


F 


M00054803C-G01 


UC2-ColonMetLiver 


^0 1 0 

jziy 


SS 0067 


104S T<17 tv-747 948067 


F 

X 


M00054513AB08 

1V1UUVv'~J 1 *J 4\.t*J\JV 


UC2-ColonMetLiver 


7000 

322U 




1 04S H04 or47 948073 

l7T , J.L/V t T.gZ*TJ_Z.*T07 / J 


F 

X 


M00054506BA07 


UC2-ColonMetLiver 


3221 


S708O7 
J /ZoU / 


104S mS or47 948088 

l7nj.LvJ ,gZ*TJ Z.t0700 


F 

X 


M00054505A-G12 


UC2-ColonMetLiver 


QOOO 

3ZZZ 


/1SS914. 
4jjox4 


104S TfiS cr«747 94800S 

1 7n J . J U3 .gZf J>_Z*+ 077 J 


F 


M00054513AF09 


UC2-ColonMetLiver 


7007 


459471 


1 04S 1407 0743 749025 


F 


M00054510C-G07 


UC2-ColonMetLiver 


7004 


SSI 519 


1 04S 107 o743 749027 


F 


M00054513BE11 


UC2-ColonMetLiver 


700S 
jZZj 


SSSfiAO 


1 04S 100 o743 749059 


F 

X 


M00054513CA01 


UC2-Q)lonMetLiver 


7O0A 


S94791 
DZ<* /Z I 


1Q4S P1 1 0743 740083 

1 7*T J .Dll .g£*T ^ Zt7UOJ 


F 

X 


M00054504BA04 


UC2-ColonMetLiver 


7007 

322/ 


* SSOOfiA 
33U?oO 


104Sni1 &t47 749085 

1 7*t J .1/ 1 1 ,gZ*t J_ZH7UO J 


F 

X 


M00054506B-H01 


UC2-ColonMetLiver 


3228 


499696 


1945.Gll.gz43_249088 


F 


M00054509C:G01 


UC2-ColonMetLiver 


3229 


554611 


1945.Nll.gz43_249095 


F 


M00054519A:C04 


UC2-ColonMetLiver 


3230 


557681 


1945.F12.gz43„249103 


F 


M00054508B-.E08 


UC2-ColonMetLiver ! 


3231 


550678 


1945J13.gz43_249123 


F 


M00054513D:F04 


UC2-ColonMetLiver j 


3232 


554246 


1945.K13.gz43 249124 


F 


M00054515B:E11 


UC2-ColonMetLiver 


3233 


550129 


1945.F15.gz43_249151 


F 


M00054508C.B04 


UC2-ColonMetLiver 


3234 


555771 


1945.F17.gz43_249183 


F 


M00054508C:C08 


UC2^olonMetLiver 
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Table 2 



SEQ 
ID 
NO 


:lustef 


SEQ NAME 


ORE 
NT 


CLONE ID. 


LIBRARY 


3935 


S 79 999 


1945 018 ez43 249208 


F 


M00054521DJI01 


UC2-ColonMetLiver 


3936 


461313 


1045 J91 &743 249251 

X yu .«F a* X ,g*i*T»? x.*T v X 


F 


M00054514C-B01 


UC2-ColonMetLiver 


3937 
3Z3 / 


554456 


1945 I 21 ez43 249253 


F 


M00054516D:F09 


. UC2-ColonMetLiver 


393R 

3Z30 


547866 


1 045 F93 o 7 43 249279 


F 


MOO054509A-C01 


UC2-ColonMetLiver 


3930 


458074 


1 945 P23 2743 249289 


F 


M00054523C:A11 


UC2-ColonMetLiver 


394H 
3Z4U 


554B30 


1 045 P94 t>743 249299 


J, 


M00054506A-D05 


UC2<)oloiiMetLiver 


3941 
3Z*tl 


4R765R 


1045T24o743 249298 


F 


M00054512D:H08 


UC2-ColonMetLiver 


3949 
3Z4Z 


55604ft 


1046 H01 CJ743 949313 


F 

X 


M00054533CB04 


UC2-ColonMetLiver 


3Z43 


4Q3575 
4733 /3 


1 046 N03 o 7 43 94935 1 


F 


M00054541C-C10 


UC2-GolonMetLiver 


3944 
3Z44 


466ft9ft 


1 046 1405 o 7 43 949377 


F 


M00054533C*E07 


UC2«-ColonMetLiver 


3945 
3Z43 


559ftft6 

33ZUUO 


1046 f06 D743 949388 


F 


M00054527BA07 


UC2-ColoiiMetLiver 


3946 


551 1 57 


1 046 F06 j» 7 43 249390 


F 


M00054529C*D11 


UC2-ColonMetLiver 


3947 
3Z4/ 


550574 


1 046 G06 cr 7 43 249392 
1 7*ru.VJ vU.gZ*t«? 4,*tyjy£t 


F 


M00054532DA01 


UC2-ColonMetLiver 


394B 
3Z4o 


55691 A 
330Z lO 


1 046 T06 o 7 43 949394 


F 


M00054534DD02 


UC2-ColonMetLiver 


3Z47 


550676 


1 046 R07 cr 7 43 949403 

lyrw.Dw / .gZ*t*J /,*t7*tUJ 


F 


M00054525DH05 


UC2-ColonMetLiver 


30^f\ 

3Z3U 


33UUlo 


1 Q46 T07 ot43 94041 1 


F 

X 


M00054536BA03 


UC2^olonMetLiver 


3951 


596084 


1 046 nna 0743 249424 


F 


M00054532DE07 


UC2-ColonMetLiver 


3z3z 


4ft 1 504 
4ol374 


1 046 'NinQ 0-743 940447 
l!?*fD.lNV;5/.gZ'tj_ZH7'T*t / 


F 


M00054541C'Fir 


UC2-Q)lonMetLiver 


;5Z33 


33U015 


1046PnQ o743 940440 


F 


M00054544BE03 


UC2-ColonMetLiver 


jz34 


434330 


1 046 A 1 0 ot43 9404^0 


V 

X 


M00054523D-G09 


UC2-ColonMetLiver 


3255 


55U3 /U 


1 OA A T1 H fvy43 9404^0 
iy4D.J lU.gZ43_Z*f7*t3i/ 


r 
r 


M0005453613-D02 


UC2-ColonMetLiver 


3Z30 


464134 


1Q46Mino-y43 940469 
1 3*40 .XVI 1 U ,gZ*f j_Z*t 7*rOZ 


F 


M00054540AH07 


UC2-ColonMetLiver 


JZ3 / 


33U4 /3 


1046 P1 1 ot43 940467 


F 

X 


M00054526A-E04 


UC2-ColonMetLiver 


3z5o 


384U/1 


1 y4u.r 1 1 .gZ43_Z £ t7 4 f / 1 


V 

r 


MO0054531DF05 


UC2-ColonMetLiver 


3z5y 


^*/v73n 
33U/3U 


1QAA Til otA^X 94047S 
1 r40. J 1 1 .gZ £ t3_Z*T7*T / 3 


V 

JT 


M00054536BF08 


UC2-ColonMetLiver 


JzoU 


33Z035 


1046 H19 ot43 949406 

li^T-O.UlZ.gZTO Z*t7*t~0 


F 

X 


MOO054543B-E06 


UC2-ColonMetLiver 


3zd1 


14 


1046 T 13 ot43 940500 

1 7H D . Li 1 3 .gZH 3_Z*T 7 J v y 


F 


M00054538DH11 


UC2-ColonMetLiver 


39£9 
3ZOZ 


333330 


1 046 T1 4 ot43 949599 
1 ytrO .1 1 *T.gZ*r J £rxyj4.£. 


F 

X 


M00054535AG03 


UC2-ColonMetLiver 


3zo3 


3305Uy 


104AP15ot43 940531 
l740.X513.gZ*t3_ZH7J J 1 




M00054526BC09 


UC2-ColonMetLiver 


jzo4 


/IQO/133 


1046 R15 &t43 940537 


F 


M00054534AB06 


UC2-ColonMetLiver 


30£^ 
3Z03 


4335Z1 


1046 1^16 0-743 949556 

. l7 £ fU.rwlD.gZ*T^ - _Z,'t7-? JU 


F 


M00054538AE10 


UC2-ColonMetLiver 


3966 


89864 


1046 T17 0743 249571 


F 


M00054536CD12 


UC2-ColonMetLiver 


30£'7 


30U31V 


1 046 1 1 7 0-743 940573 


F 


M00054539B-D06 


UC2-ColonMetLiver 


396R 


4AQ969 


1 046 N1 7 0743 249575 


F 


M00054542B:B01 


UC2-ColonMetLiver 


396Q 


56H717 
3DU / 1 / 


1046 P17 0743 249577 


F 


M00054544C:F04 


UC2-ColonMetLiver 


3270 


550172 


1946.K18.gz43 249588 


: F 


M00054538B:B05 


UC2-ColonMetLiver 


3271 


552753 


1946.018.gz43_249592 


F 


M00054543C:F01 


UC2-ColonMetLiver 


3272 


549734 


1946.L19.gz43_249605 


F 


M00054539B:G03 


UC2-ColonMetLiver 


3273 


550714 


1946.G20.gz43 249616 


F 


M00054533B:F04 


UC2-ColonMetLiver 


3274 


585380 


1946.D21.gz43_249629 


F 


M00054529A:H01 


UC2-ColonMetLiver 


3275 


550204 


1946.F21.gz43_249631 


F 


M00054532B:C05 


UC2-ColonMetLiver 


3276 


560205 


1946.I22.gz43 249650 


F 


M00054535B:H08 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEB 


SEONAME 


ORIE 
NT 


CLONE TD 


T TTVR ARV 


"5977 


o 1ZU00 


i y^o.cz j ,gz4.5_z4yooz 


in 

r 


\ A A A A-C AK 1 (\T\ . #P 1 A 

JV10005453UD:C10 


UC2-C/OlonMetLiver 


397R 




1 046 F9A orZtt 94Q£7» 


r 


TV if AAA^/l <0 ATii-lJA'7 


1 T/^O /^^1«.««X. if ^4.T * 

UC2-l^)lonMetLiver 


397Q 
OZ /y 




1 048 nm niA*! 940/7A4 

i y*f o . \J\) i .gz4 j__Z4 y / U4 


17 

r 


1\VfAAA<C/1 <OQT>."DA>l 

M000j45o31/:ii04 


UL2-LoIonMetLiver 


39CA 
3Z5U 


405010 


iy4o.C0z.gZ43_z4y /0o 


r 


X/TAAAC/f ATVTTAI 

M00054569D:E!01 


UC2-ColoixMetLiver 


ooq 1 


3 /501U 


TAO rr^AI O /I AT 1 /! 

iy4o.l0z.gZ43_z49 / 14 


r 


M00054576D:C07 


UC2-ColoiiMetLiver 


OZoZ 


DOy /Dz 


1Q/4Q TV/fAO 0 0/1 0*710. 

iy4o.JVl02.gZ43_24y / lo 


r 


TV AAA AC /ICO 1 Tl. A Al 

M0005458 1B:A01 


UC2^olonMetLiver 


3zo.3 


CCAQ A/I 


1Q/1C V AO n~.A1 O/IAO'OO 

iy4o.K03 .gZ43_249/32 


F 


"K Kf\ AA CAC HC\ A ./"* 1 A 

M00054579A:G 1 0 


UC2-ColonMetLiver 


3ze4 


c /l AAC C. 


1 t\A O /\AO r*r*A1 *%AC\H*ltL 

ly4o.U03.gZ43_z49 /36 


r 


TV/fAAAC/1 CO/1 A . A AT 

M00054584A:A07 


UC2-ColonMetLiver 


oooc 
3285 


C C/£A£C 

556065 


lOvfO A AA m O /I nT) o 

J 948.A04.gz43_249738 


F 


IkJlAAACjlC/TIA TiAl 

M00054567C:B03 


UC2-CoIonMetLiver 


3286 


C C AO AO 

550397 


1 94 8 .M04 .gz43_249750 


F 


M00054581B:D03 


T TOO O 1 X Jt aT * 

UC2-ColonMetLiver 


3287 


550874 


1 AvIO TV/fAC *\Af\H££ 

1948.M05.gz43 249766 


F 


M00054581B:G10 


T TOO O 1 _ TL K aY ' 

UC2-ColonMetLiver 


3288 


533812 


lO/io aac o/iao^o 

1 948 .U05 .gz43 J249768 


T? 

F 


M00054584A:B03 


Y TOO O 1 X K xT * 

UC2-ColonMetLiver 


"J**! O O 

3289 


549597 


i a in Ano 4 <•*> ^ /I noAji 

1 948 . C08 .gz43_249 804 


F 


H r/\f\f\C A nA A TWO 

M00054570A:F02 


UC2-ColonMetLiver 


3290 


c coo ac\ 

553749 


1948.K08.gz43_249812 


F 


M00054579B.D10 


T TOO O 1 Ik # it * 

UC2-ColonMetLiver 


3291 


446814 


1 A A O rtin ji <■> OilAOitA 

1 94 8 . Q 1 0.gz43 J24 9 840 


F 


TL IAAAC il M ilt\ 1 1 

M00054574D:F11 


UC2-ColonMetLiver 


3292 


C <f AAA 

555000 


1 A<IO XjflA - An *\ Af\0 A£ 

1948 .M 1 0 .gz43_249846 


F 


X IAAAC 4 f 01 TN. 1 1 

M00054581D:C12 


Y TOO O 1 X M xT * - 

UC2-ColonMetLiver 


oooo 
3293 


CCA OOH 

554887 


1 948. Ol 0.gz43 J249848 


F 


HJTAAAf 4f Oiin A AO 

M00054584B:A03 


YTOO O ^ 1 X JT xT * 

UC2-ColonMetLiver 


ooo >l 

3294 


561876 


10,40 T? 1 1 it O O/inOf yl 

1948. El l.gz43_249854 


F 


X /TAAAf il .T7Af\ 

M00054572C:E09 


Y TOO O 1 X K xT * 

UC2-ColonMetLiver 


3295 


556488 


1 AjiA X C 1 1 — A O O it AO ^ O 

1 948 .M 1 Lgz43_249862 


F 


"KJfAAAf Jf Ol T\.1\A 1 

M00054581D:D01 


YTOO O 1 X JT xT * 

UC2-ColonMetLiver 


3296 


560080 


1948.U12.gz43Jd49872 


F 


TV A AArti A C He A .TiA/* 

M000545 75 A: B06 


YTOO O _ 1 X JT x_Y 1 


3297 


556336 


1 948 .M 1 2 .gz43_249878 


F 


M00054581D:E04 


Y TOO O 1 X if xT * _ 

UC2-ColonMetLiver 


O TOO 

3298 


558729 


1948.1 13. gz43_249890 


F 


X IAAAC A C T7T% . A AA 

M00054577B.A09 


YTOO — 1 X H _x. Y 

UC2-ColonMetLiver 


3299 


c a c\n i 
549716 


i A/IO A 1 /I ^ /I O O/IOOOO 

1948.A14.gz43_249898 


F 


XIAAAC/tC^O A .AAA 

M00054568A:<j02 


YTOO O -.1 X jf_j.Y ' 

UC2-ColonMetLiver 


0 O AA 

3300 


568467 


1 A A O XVM /I A O 1/lAAl A 

1948.M14.gz43_249910 


F 


X IAAAC JCOA A . A Af 

M00054582A:A05 


YTOO O _ 1 U *_x.T • ^ 

UC2-ColonMetLiver 


3301 


f CA^Ail 

550694 


1948.N14,gz43_24991 1 


F 


X lAAftC A COO A Ff\f 

M00054583A:F05 


Y TOO O ^1 X * xT ' 

UC2-ColonMetLiver 


OO AO 

3302 


c a r\f\e\A 

549994 


1 94 8 .M 1 5 ,gz43 24 9926 


F 


X /AAAC il COA A . A AT 

M00054582A:A07 


YTOO O ~1 Tk # _i.Y 

UC2-ColonMetLiver 


0*3 AO 

3303 


C itOOCO 

549858 


1948,A16.gz43_249930 


F 


X IAAAC A C /TO A TTAI 

M00054568A:H03 


TTOO O-l X X_j.Y - 

UC2-ColonMetLiver 


OO Ail 

3304 


554793 


1 94 8 .A 1 7 .gz43_249946 


F 


H JTAAAf ilT^OT* A AH 

M00054568B:A07 


ytoo ^ i ti it _ . *r • 

UC2-ColoiiMetLiver 


3305 


466020 


1 948 .0 1 7.gz43_249960 


F 


M00054584D:C01 


YTOO O _1 X X J ' .„ 

UC2-CoIonMetX,iver 


3306 


509202 


1 948 .1 1 9 .gz43__249986 


F 


M00054577B:F0l 


TTOO O -1 X Jf a¥ i 

UC2-ColonMetLiver 


330/ 


/l C AO/CO 

450963 


i A^O A'M A O OCAA1 A 

1948.A21 .gz43_250010 


T? 

r 


X JfAAACvl C^OA.AA/T 

M00054568C:D06 


TTOO A«U m 1l J^T 


3305 


/I C 1 A/1 A 

451049 


1948.C2 1 .gz43_250012 


17 

r 


A/TAAACiliTI A .Din 

M0005457 1 A:B 1 0 


TTOO 0^1^.-*A /f ^_ 


0*2 AO 


528404 


VOI n _ /I O O^AAOA 

ly4o.K2 1 .gz43_25U020 


17 

r 


\A AAAC/1 CO A A -T> 1 1 

MO 00545 80A:B1 1 


1 TOO O-l^—X C_x.Y * 


OO 1 A 

331U 


1 KAMA 

160320 


lO/IO All «.™./IO 1CAAO>l 

1 948. U2 1 .gz43_250024 


r 


X/TAAAC/ICOC A .'CAT 

M00054585A:b07 


UC2-ColonMetLiver 


oo i 1 
3311 


/tOO 1 OA 

4yzi3y 


tA/tO fOO rvr^yfO OCAAOiC 

1948.K22.gz43_250036 


17 

r 


A/TAAAC/1C0A A ,A1A 

M00054580A:L10 


T TOO 0_T __X /f-x.! • 

U L/2-CoionivietLiver i 


3312 




1048 Q74^ 9S004? 






TTP9-r , o1onMetT ivpr 


3313 


570248 


1948.K24.gz43_250068 


F . 


M00054580A.D04 


UC2-ColonMetLiver 


3314 


561836 


1957.G01.gz43_250080 


F 


M00054594A:D04 


UC2-ColonMetLiver 


3315 


558332 


1957.J01.gz43_250083 


F 


M00054597A:C11 


UC2-ColonMetLiver 


3316 


558981 


1957.J02.gz43_250099 


F 


M00054597A.D08 


UC2-ColonMetLiver 


3317 


535129 


1957.B03.gz43_250107 


F 


M00054587C:G02 


UC2-ColonMetLiver 


3318 


549781 


1957.J03.gz43_250115 


F 


M00054597A:G08 


UC2-ColonMetLiver 
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SEQ 
ID 
NO 


CLUSTEI 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3319 


555920 


1957C04ez43 250124 


F 


M00054580A*"nOO 


u L/Z^oioiiiVxeixwiver 


3320 


550044 


1957E04ez43 250126 


F 


M00054501P-A01 

1VXUUU JH J 7 1 V/ .iWJ X 


u - v^oioiiJvictJLi ver 


3321 


447356 


1957 104 £243 250130 


F 

X 


M00054506R-r0 1 

xVx KJ \J \J j H J 70D . v/U 1 


TT/^9 r^rtlrtnX^iifT tirar 


3322 


560751 


1957A05cz43 250138 


F 


M00054586f , 4Jfi9 
1 vx i/ u y j *f j o O . XT v/Z 


u^z-i^oioiiiVxcciwiver i 


3323 


550322 


1957 B05 ez43 250139 


F 


M00054587TVH04 


u v^z -i^ioiuvioU-fivcr 


3324 


416884 


1957 N05 ez43 250151 


F 

JT 


M00054609 A -F06 


u -^oionMciLfiver | 


3325 


559857 


1957A06ez43 250154 


F 


M00054586n«A01 

IVXUVJU J*t J oOxJ.JWj 


u v^z-i^oiojiivxeixwiver 


3326 


446164 


1957C06ez43 250156 


F 


A/T000^4^8QP-An7 


u ^oionMciLiver 


3327 


550088 


1957 D06 ez41 2501 57 


F 
r 


lVxUUUJ*f J7\JD.Xjx x 


ucz^oiotiJvieuLiver 


3328 


554764 


1957 F06 (7741 750158 


F 
r 


iviuuu j *t d y i \s .rx\j7 


uuz-uoioiiMetLiver 


3329 


552907 


1957O07ez43 250184 


F 


M00054601 A -n06 

1V1 U H D \Jj A . VTU D 


u l^z- woioiiivietLiver 


3330 


498827 


1957 D08 &741 950180 

X7J 1 .xJ\JO .f^bttJ ZJU107 


F 
r 


Mnnn^4^onr , « An'i 


u uz-uoionMetLiver 


3331 


498777 

t7v tit 


1957 G08 <*741 950109 


^ F 


MOrtn^4^04P'PnA 

ivi u uu j h j y hL/ . xiuo 


uuz-uoioiiMetLiver 


3332 


559883 

JJ700J 


1957T08o743 950107 


F 


Mnnn^4^0Qn«Rn7 


ucz-v^oionMetLiver 


3333 


554869 

JJ*rO\J7 


1057 M08 ay41 950108 


"C 

r 


IvlUvUDHDUUJJ.rlU / 


UuZ-uoionMetLiver 


3334 


550410 


1057 A00or41 9509H9 


r 


IVIUUU 3 *f j oOJJ .uu x 


ucz-uoionMelLiver 


3335 


471850 

*T / JO J 7 


1057 FO0 ay41 950907 


v 


iyiVvVj*tJ7JD,D\jj 


u cz-uoionMetLiver 


3336 


555040 

JJJ7*T7 


1057 MOO 0741 950914 


r 


IVlUUUDHOUlA.XiUo 


u i^z^oionMetLiver 


1117 
jjj i 


559011 


i 057 nno cr-T^n 9SH9 i £ 


r 


1V1UUU3 *f 0 U j A . \J 1 z 


u uz-coionMetLiver 


3338 

JJJO 


551461 

JJ lHOJ 


1057n0cr74^ 950990 


r 


iM UUu j 43 o y D . r U3 


uCz-CoJoaMetLiver 


3339 


550855 

JJxJOJJ 


1057 R11 <r741 950915 


r 


\zinnn^4^ftft a 'Ons 


ucz-coiorjJvietLiver 


3340 


526711 

j4m\J IJJ 


1057 Oil a743 950948 

X7J 1 ,\J x x .^£rrj_z. JUZHO 


F 
r 


Monfi^A6niP-pfi4 


Ui^z^oionMeuLiver 


3341 


557970 
j j t s t\j 


1057F19c*741 950955 


F 


lVlUUU343y3l3.xlU3 


u ^ZH^oioiiiVxeTXiiver 


3342 


549665 

J17\J\JJ 


1957 H19 0743 950957 


F 
r 


M0nfi^4^0^P-nfi6 
x\1\j\J\jjHj7J L/.OUO 


T TOO ^rtlrtn TV/Toff iirov 


3343 


446503 


1957 Ml 9 cr741 950969 


F 
r 


MOon^46m p-nnft 
ivi\juu3*tov/i D.xJyjo 


U V^Z-\^010mVleLLrlV6r 


3344 


549599 


1957 P19&743 950965 


F 


M00054604P-Fni 


T TO 0 _0<^1 s\r* \/f <i+T i-, ,ar 


3345 


558413 


1957 A13 a743 950966 


F 


M00054587A-A08 


T TO 0 -f**r\} r\-n \Aext1 iirar 

u i^Z"V^oionivicixwiver 


3346 


553331 


1057 R11 0743 950967 


F 


M00054^ftftP'P19 


u V/Z -^oioiimciIjI ver 


3347 


549609 


1957 T1 4 0743 950900 


F 


M00054S06r'T7nO 
lVlUUU3H3yO^/.FUy 


u v^z -i^oioiiivieijLiver 


3348 


455298 


1957 115 0743 950106 

X7Jf,XXJ.g£*rJ £.J\JJ\J\J 




M00nS4^0^P-P1 fi 




3349 


563514 
j\jjj i » 


1957 P15 0z43 950313 

l/J/.l U.gitJ £*J\JJxJ 


F 


M00054604D-A04 


u i-/Z -v^oionivxCLx-river 


3350 


471181 


1957 Al 6 0743 950314 


F 

IT 


M00054587A-F06 


u ^z- v^oionivietL/iver 


3351 


487176 


1957N16 0743 950197 


F 


M00054609r*P 1 9 


T TOO -C*r\] r\rt\/f *>tT iiror 

u^z-v^oioijivxcXL»iver 


3352 


561130 


1957 Tl 7 0743 950138 


F 


M0005450^P«f*?0Q 


UV^Z-l^OlOIlIVxciLflVcr 


3353 


461718 


1957 Jl 7 0743 950110 


F 


M000545Q7TI*P 1 9 
1V1VJUU JHD 7 1 xJ.xjxz. 


u L/Z-\^oioiiivicXLi ver 


3354 


559554 


1957.L17.gz43_250341 


F 


M00054600A:G12 


UC2-CoIonMetLiver 


3355 


452506 


1957.A18.gz43_250346 


F 


M00054587A:F09 


UC2-ColonMetLiver 


3356 


551975 


1957.D18.gz43_250349 


F 


M00054590D:C12 


UC2-ColonMetLiver 


3357 


485029 


1957.H18.gz43_250353 


F 


M00054595D:A10 


UC2-ColonMetLiver 


3358 


549816 


1957.L18.gz43_250357 


F 


M00054600A:H03 


UC2-ColonMetLiver 


3359 


408130 


1957.O18.gz43_250360 


F 


M00054603C:G09 


UC2-ColonMetLiver 


3360 


558927 


1957.P18.gz43^250361 


F 


M00054605A:A03 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


orie 

NT 


CLONE ID 


LIBRARY 


3361 


550217 


1957.B19.gz43_250363 


F 1 


M00054588C:F04 


UC2-ColonMetLiver 


3362 


556376 


1957.C20.gz43_250380 


F 


M00054589D:C06 


UC2-ColonMetLiver 


3363 


549964 


1957.E20.gz43_250382 


F 


M00054592CA05 


UC2-ColonMetLiver 


3364 


549228 


1957.K20.gz43_250388 


F 


M00054599B.C06 


UC2-ColonMetLiver 


3365 


459581 


1957.L20.gz43_250389 


F 


M00054600C:B10 


UC2-ColonMetLiver 


3366 


562722 


1957.N20.gz43_250391 


F 


M00054602D:A06 


UC2-CoIonMetLiver 


3367 


552121 


1957.O20.gz43_250392 


F 


M00054603D:B02 


UC2-ColonMetLiver 


3368 


447311 


1957.C23.gz43_250428 


F 


M00054590A.A01 


UC2-ColonMetLiver 


3369 


467035 


1957.123.gz43_250434 


F 


M00054597A:A07 


UC2-ColonMetLiver 


3370 


549611 


1957.K23.gz43_250436 


F 


M00054599B:F09 


UC2-ColonMetLiver 


3371 


549731 


1957.H24.gz43_250449 


F 


M00054596A:G11 


UG2-ColonMetLiver 


3372 


380127 


1957.P24.gz43_250457 


F 


M00054605B:F10 


UC2-ColonMetLiver 


3373 


405042 


1958.H01.gz43_250465 


F 


M00054614B:E01 


UC2-ColonMetLiver 


3374 


552418 


1958.J01.gz43_250467 


F 


M00054616D:C10 


UC2-ColonMetLiver 


3375 


558642 


1958.N01.gz43_25047I 


F 


M0005462ID:C06 


UC2-CoIonMetLiver 


3376 


549649 


1958.A02.gz43_250474 


F 


M00054605B:G01 


UC2-ColonMetLiver 


3377 


557190 


1958.B02.gz43_250475 


F 


M00054606D:B05 


UC2-ColonMetLiver 


3378 


549320 


1958.N02.gz43_250487 


F 


M00054621D:D11 


UC2-ColonMetLiver 


3379 


549739 


1958.J03.gz43_250499 


F 


M00054616D:G09 


UC2-ColonMetLiver 


3380 


561116 


1958.M03.gz43_25O502 


F 


M00054620D-.D06 


UC2-ColonMetLiver 


3381 


473111 


1958.M04.gz43_250518 


F 


M00054620D:D11 


UC2-ColonMetLiver 


3382 


558103 


1958.P04.gz43_250521 


F 


M00054625A:D07 


UC2-ColonMetLiver 


3383 


548864 


1958.A05.gz43_250522 


F 


M00054605C:A04 


UC2-ColonMetLiver 


3384 


560862 


1958.B05.gz43_250523 


F 


M00054607A:B06 


UC2-ColonMetLiver 


3385 


557199 


1958.P05.gz43_250537 


F 


M00054625A:E05 


UC2-ColonMetLiver 


3386 


188753 


1958.A06.gz43_250538 


F 


M00054605C:D03 


UC2-ColonMetLiver 


3387 


550177 


1958.G06.gz43_250544 


F 


M00054613A:D07 


UC2-ColonMetLiver 


3388 


556896 


1958.M06.gz43_250550 


F 


M00054620D:F11 


UC2-CoIonMetLiver 


3389 


552823 


1958.B07.gz43^250555 


F 


M00054607A:G02 


UC2-ColonMetLiver 


3390 


395411 


1958.M07.gz43_250566 


F 


M00054620D:G11 


UC2-ColonMetLiver 


3391 


10397 


1958.N07.gz43_250567 


F 


M00054622A:D06 


UC2-ColonMetLiver 


3392 


551250 


1958.P07.gz43_250569 


F 


M00054625B:B02 


UC2-ColonMetLiver 


3393 


561892 


1958.C08.gz43_250572 


F 


M00054609A:F01 


UC2-ColonMetLiver 


3394 


549347 


1958.F08.gz43_250575 


F 


M00054612A:D12 


UC2-ColonMetLiver 


3395 


561068 


1958.N08.gz43_250583 


F 


M00054622A:H01 


UC2-ColonMetLiver 


3396 


549912 


1958.C09.gz43_250588 


F 


M00054609A-.H04 


UC2-ColonMetLiver 


3397 


549114 


1958.F10.gz43_250607 


F 


M00054612B:B11 


UC2-CoIonMetLiver 


3398 


548965 


1958.J10.gz43_250611 


F 


M00054617B:A09 


UC2-ColonMetLiver 


3399 


491644 


1958.N10.gz43_250615 


F 


M00054622B:F05 


UC2-ColonMetLiver 


3400 


550018 


1958.Gll.gz43 250624 


F 


M00054613B:H04 


UC2-CoIonMetLiver 


3401 


556530 


1958.C12.gz43_250636 


F 


M00054609B:E01 


UC2-ColonMetLiver 


3402 


562749 


1958.L12.gz43_250645 


F 


M00054619D.C10 


UC2-ColonMetLiver 
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OCA 

LU 


LLUaTEF 


CCA XT A X iffT? 

SEQ NAME 


IN 1 


/""i¥ yvx 1 1 ' TT"V 

CLONE ID 


LIBRARY 


3403 


556308 


1958.N12.gz43_250647 


F 


M00054622B:H09 


UC2-ColonMetLiver 


3404 


551305 


1958.O12.gz43_250648 


F 


M00054623D:C12 


UC2-ColonMetLiver 


3405 


507349 


1958.C13.gz43_250652 


F 


M00054609B:H11 


UC2-ColonMetLiver ! 


3406 


549626 


1958.E13.gz43_250654 


F 


M00054611B.F12 


UC2-ColonMetLiver 


3407 


549388 


1958.J13.gz43_250659 


F 


M00054617B:D06 


UC2-ColonMetLiver . 


3408 


478511 


1958.E14.gz43_250670 


F 


M00054611B.G09 


UC2-ColonMetLiver 


3409 


555371 


1958.K14.gz43_250676 


F 


M00054618C:H02 


UC2-ColonMetLiver 


3410 


553758 


1958.115.gz43_250690 


F 


M00054616A:H01 


UC2-CoIonMetLiver 


3411 


553204 


1958.L15.gz43_250693 


F 


M00054620A:C09 


UC2-ColonMetLiver 


3412 


497477 


1958.H16.gz43_250705 


F 


M00054615B.E03 


UC2-ColonMetLiver 


3413 


481360 


1958.116.gz43_250706 


F 


M00054616A:H03 


UC2-ColonMetLiver 


3414 


552437 


1958.K16.gz43_250708 


F 


M00054618D.D04 


UC2-ColonMetLiver 


3415 


550164 


1958.O16.gz43_250712 


F 


M00054624A:B11 


UC2-ColonMetLiver 


3416 


555660 


1958.E18.gz43_250734 


F 


M00054611C:E01 


UC2-ColonMetLiver ! 


3417 


562932 


1958.N18.gz43_250743 


F 


M00054622D.C02 


UC2-ColonMetLiver 


3418 


490393 


1958.B19.gz43_250747 


F 


M00054608B:D08 


UC2-ColonMetLiver 


3419 


490890 


1958.K19.gz43_250756 


F 


M00054618D.E06 


UC2-ColonMetLiver 


3420 


451009 


1958.K20.gz43_250772 


F 


M00054618D:E11 


UC2-ColonMetLiver 


3421 


552194 


1958.L20.gz43_250773 


F 


M00054620B.B10 


UC2-CoIonMetLiver 


3422 


451025 


1958.M20.gz43_250774 


F 


M00054621C:G03 


UC2-ColonMetLiver 


3423 


551463 


!958.N20.gz43_250775 


F 


M00054622D.D10 


UC2-GolonMetLiver 


3424 


553028 


1958.G21.gz43_250784 


F 


M00054613D:H09 


UC2-ColonMetLiver 


3425 


485504 


1958.N21.gz43_250791 


F 


M00054622D:F05 


UC2-ColonMetLiver 


3426 


562712 


1958.P21.gz43_250793 


F 


M00054625D:F06 


UC2-CoIonMetLiver 


3427 


490152 


1958.C22.gz43_250796 


F 


M00054609D:E12 


UC2-ColonMetLiver 


3428 


552364 


1958.F22.gz43_250799 


F 


M00054612D.B12 


UC2-ColonMetLiver 


3429 


448276 


1958.L22.gz43_250805 


F 


M00054620C:C08 


UC2-ColonMetLiver 


3430 


556835 


1958.N22.gz43_250807 


F 


M00054622D.G11 


UC2-ColonMetLiver 


3431 


461734 


1958.P22.gz43_250809 


F 


M00054625D:H07 


UC2-ColonMetLiver 


3432 


557947 


1958.H23.gz43_250817 


F 


M00054615C:D09 


UC2-ColonMetLiver 


3433 


560491 


1958.L23.gz43_250821 


F 


M00054620C:C12 


UC2-ColonMetLiver 


3434 


554810 


1958.O23.gz43_250824 


F 


M00054624D:B06 


UC2-ColonMetLiver 


3435 


549829 


1958.C24.gz43_250828 


F 


M00054609D:H06 


UC2-CobnMetLiver 


3436 


518049 


1958.M24.gz43_250838 


F 


M00054621D:A10 


UC2-ColonMetLiver 


3437 


484669 


1777.O01.gz43_251861 


F 


M00042831D.G06 


UC2-PrimCo!on 


3438 


537506 


1777.C03.gz43_251881 


F 


M00042811C:B06 


UG2-PnmColon 


3439 


545162 


1777.F03.gz43_251884 


F 


M00042816B:C08 


UC2-PrimColon 


3440 


456793 


1777.Cll.gz43_252009 


F 


M00042812B:C01 


UC2-PrimColon 


3441 


448340 


1777.Ell.gz43_252011 


F 


M00042815C:C02 


UC2-PrimColon 


3442 


448793 


1777.E13.gz43_252043 


F 


M00042815C:F10 


UC2-PrimColon 


3443 


449718 


1777.H14.gz43_252062 


F 


M00042819C.H02 


UC2-PrimColon 


3444 


735534 


1777.E17.gz43_252107 


F 


M00042816A:C09 


UC2-PrimColon 
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SEQ 
ED 
NO 


CLUSTEF, 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


3445 


449258 


1777.K17.gz43_252113 


F 


M00042825A:B05 


UC2-PrimColon 


3446 


485020 


1777.018.gz43_252133 


F 


M00042833C:G05 


UC2-PrimColon 


3447 


649735 


1777.A23.gz43_252199 


F 


M00042809D:C12 


UC2-PrimColon 


3448 


498504 


1923.B01.gz43^_252616 


F 


M00042352D:F11 


UC2-ColonMetLiver 


3449 


424723 


1923.C01.gz43_252617 


F 


M00042355A-.H09 


UC2-ColonMetLiver 


3450 


451124 


1923.E01.gz43_252619 


F 


M00042444C:E02 


UC2-ColonMetLiver 


3451 


553312 


1923.O01.gz43j252629 


F 


M00042516D:H08 


UC2-ColonMetLiver 


3452 


257547 


1923.D02.gz43_252634 


F 


M00042442B:A07 


UC2-ColonMetLiver 


3453 


492292 


1923J02^gz43J252640 


F 


M00042455B:G09 


UC2-ColonMetLiver 


3454 


638444 


1923.O02.gz43_252645 


F 


M00042516D:H09 


UC2-ColonMetLiver 


3455 


451009 


1923.C03.gz43 252649 


F 


M00042355B:B07 


UC2-ColonMetLiver 


3456 


451518 


1923.103.gz43_252655 


F 


M00042453C:D12 


UC2-ColonMetLiver 


3457 


450255 


I923J03.gz43j252656 


F 


M00042455C:DII 


UC2-CoIonMetLiver 


3458 


556804 


1923.M03.gz43_252659 


F 


M00042460B:D10 


UC2-ColonMetLiver 


3459 


497400 


1923.C04.gz43J252665 


F 


M00042355B:E10 


UC2-ColonMetLiver 


3460 


451618 


1923.H04.gz43_252670 


F 


M00042451D-.H10 


UC2-CoIonMetLiver 


3461 


490890 


1923.J04.gz43_252672 


F 


M00042455C:E04 


UC2-ColonMetLiver 


3462 


492982 


1923.P04.gz43_252678 


F 


M00042519D:H07 


UC2-ColonMetLiver 


3463 


498777 


1923.A05.gz43_252679 


F 


M00042351C:G01 


UC2-ColonMetLiver 


3464 


493575 


1923.B05.gz43_252680 


F 


M00042353B.A11 


UC2-ColonMetLiver 


3465 


556916 


1923.L05.gz43_252690 


F 


M00042459B:F03 


UC2-ColonMetLiver 


3466 


551755 


1923.N05.gz43_252692 


F 


M00042460D:H06 


UC2-ColonMetLiver 


3467 


495074 


1923.O05.gz43_252693 


F 


M00042517C:B04 


UC2-CoIonMetLiver 


3468 


487745 


1923.E06.gz43_252699 


F 


M00042445A:B04 


UC2-ColonMetLiver 


3469 


448663 


1923.F06.gz43_252700 


F 


M00042447C:H10 


UC2-ColonMetLiver 


3470 


468729 


1923.L06.gz43_252706 


F 


M00042459B.F12 


UC2-ColonMetLiver 


3471 


451470 


1923.C07.gz43_252713 


F 


M00042355C-.GO9 


UC2-ColonMetLiver 


3472 


489426 


1923.K07.gz43_252721 


F 


M00042457D:D02 


UC2-ColonMetLiver 


3473 


450302 


1923.F08.gz43_252732 


F 


M00042447D.E04 


UC2-ColonMetLiver 


3474 


559575 


1923.M08.gz43_252739 


F 


M00042460B:G12 


UC2-ColonMetLiver 


3475 


496446 


1923.A09.gz43_252743 


F 


M00042351D:D02 


UC2-ColonMetLiver 


3476 


492110 


1923.F09.gz43_252748 


F 


M00042447D:G10 


. UC2-ColonMetLiver 


3477 


495941 


1923.G09.gz43_252749 


F 


M00042450A:D02 


UC2-ColonMetLiver 


3478 


446621 


1923.J09.gz43_252752 


F 


M00042455D:H08 


UC2-ColonMetLiver 


3479 


562115 


1923.N09.gz43_252756 


F 


M00042516A:A10 


UC2-ColonMetLiver 


3480 


494300 


1923.O09.gz43_252757 


F 


M00042517D:A12 


UC2-ColonMetLiver 


3481 


451429 


1923.A10.gz43_252759 


F 


M00042351D:F08 


UC2-ColonMetLiver 


3482 


486912 


1923.H10.gz43_252766 


F 


M00042452C:A09 


UC2-ColonMetLiver 


3483 


456492 


1923.J10.gz43_252768 


F 


M00042456A:C08 


UC2-ColonMetLiver 


3484 


562060 


1923.N10.gz43_252772 


F 


M00042516A.C08 


UC2-ColonMetLiver 


3485 


4244 


1923.P10.gz43_252774 


F 


M0004252OA:FO9 


UC2-ColonMetLiver 


3486 


451429 


1923.All.gz43_252775 


F 


M00042351D:H05 


UC2-ColonMetLiver 
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SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3487 


449974 


1923.Hll.gz43_252782 


F 


M00042452C:C10 


UC2-ColonMetLiver 


3488 


59512 


1923.Kll.gz43_252785 


F 


M00042458B:B08 


UC2-ColonMetLiver 


3489 


550362 


1923.Mll.gz43_252787 


F 


M00042460C:A02 


UC2-ColonMetLiver 


3490 


211273 


1923.01 l.gz43_252789 


F 


M00042517D:G04 


UC2-ColonMetLiver 


3491 


450400 


1923.112.gz43_252799 


F 


M00042454A:F02 


UC2-ColonMetLiver 


3492 


562627 


1923.L12.gz43_252802 


F 


M00042459C:E06 


UC2-ColonMetLiver 


3493 


494393 


1923.B13.gz43_252808 


F 


M00042353D:B08 


UC2-ColonMetLiver 


3494 


451049 


1923.F13.gz43_252812 


F 


M00042448B:C04 , 


UC2-ColonMetLiver 


3495 


558729 


1923.K13.gz43_252817 


F 


M00042458B:G05 


UC2-ColonMetLiver 


3496 


526733 


1923.L13.gz43_252818 


F 


M00042459C:G02 


UC2-ColonMetLiver 


3497 


558559 


1923.N13.gz43_252820 


F 


M00042516B:E03 


UC2-ColonMetLiver 


3498 


451518 


1923.A14.gz43_252823 


F 


M00042352A:G05 


UC2-ColonMetLiver 


3499 


349 


1923.M14.gz43_252835 


F 


M00042460C:B02 


UC2-ColonMetLiver 


3500 


456672 


1923.A15.gz43_252839 


F 


M00042352A:G09 


UC2-ColonMetLiver 


3501 


497101 


1923.D15.gz43_252842 


F 


M00042443D-.E01 


UC2-ColonMetLiver 


3502 


488680 


1923.H15.gz43_252846 


F 


M00042452D:C04 


UC2-ColonMefl.iver 


3503 


552236 


1923.L15.gz43_252850 


F 


M00042459D:B07 


UC2-ColonMetLiver 


3504 


450823 


1923.B17.gz43_252872 


F 


M00042354B:A07 


UC2-ColonMetliver 


3505 


446263 


1923.D17.gz43_252874 


F 


M00042444A:C10 


UC2-ColonMetLiver 


3506 


492094 


1923.H17.gz43_252878 


F 


M00042452D:G06 


UC2-ColonMetLiver 


3507 


552581 


1923.K17.gz43_252881 


F 


M00042458C:E06 


UC2-ColonMetLiver 


3508 


494362 


1923.G18.gz43_252893 


F 


M00042450C:B09 


UC2-ColonMetLiver 


3509 


560420 


1923.L18.gz43_252898 


F 


M00042459D:E03 


UC2-ColonMetLiver 


3510 


562399 


1923.N18.gz43_252900 


F 


M00042516C:C04 


UC2-ColonMetLiver , 


3511 


487522 


1923.O18.gz43_252901 


F 


M00042518D:A08 


UC2-ColonMetLiver 


3512 


498194 


1923.A19.gz43_252903 


F 


M00042352B:F03 


UC2-ColonMetLiver 


3513 


451126 


1923.B19.gz43_252904 


F 


M00042354C:F04 


UC2-ColonMetLiver 


3514 


450507 


1923.E19.gz43_252907 


F 


M00042446B:G02 


UC2-ColonMetLiver 


3515 


450723 


1923.119.gz43_252911 


F 


M00042454D:H10 


UC2-ColonMetLiver 


3516 


492981 


1923J19.gz43_252912 


F 


M00042456C:H07 


UC2-ColonMetLiver 


3517 


451054 


1923.F20.gz43_252924 


F 


M00042448C-.C09 


UC2-ColonMetLiver 


3518 


453667 


1923J20.gz43_252928 


F 


M00042456D:B06 


UC2-ColonMetLiver 


3519 


562588 


1923.K20.gz43_252929 


F 


M00042458D:E06 


UC2-ColonMetLiver 


3520 


527679 


1923.L20.gz43_252930 


F 


M00042459D:G04 


UC2-ColonMetLiver 


3521 


494133 


1923.B22.gz43_252952 


F 


M00042355A.-A12 


UC2-ColonMetLiver 


3522 


492304 


1923.122.gz43_252959 


F 


M00042455A:G12 


UC2-ColonMetLiver 


3523 


100821 


1923J22.gz43_252960 


F 


M00042456D:D07 


UC2-ColonMetLiver 


3524 


562603 


1923.M22.gz43_252963 


F 


M00042460C:G08 


UC2-ColonMetLiver 


3525 


562275 


1923.N22.gz43_252964 


F 


M00042516D:B11 


UC2-ColonMetLiver 


3526 


451302 


1923.A23.gz43_252967 


F 


M00042352C:G01 


UC2-ColonMetLiver 


3527 


451126 


1923.B23.gz43_252968 


F 


M00042355A:C03 


UC2-ColonMetLiver 


3528 


494130 


1923.C23.gz43_252969 


F 


M00042442A:A12 


UC2-ColonMetLiver 
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BNSDOCID: <WO 0214500A2J_> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


L 

ORIE 
NT 


CLONE ID 


LIBRARY 


3529 


562587 


1923.K23.gz43_252977 


F 


M00042459A:E04 


UC2-ColonMetLiver 


3530 


562543 


1923.M23.gz43_252979 


F 


M00042460C:H10 


UC2-ColonMetLiver 


3531 


562398 


1923.N23.gz43_252980 


F 


M00042516D:C01 


UC2-ColonMetLiver 


3532 


497517 


1923.P23.gz43_252982 


F 


M00043296A:E08 


UC2-Co!onMetLiver 


3533 


450902 


1923.A24.gz43_252983 


F 


M00042352D:A11 


UC2-ColonMetLiver 


3534 


499178 


1923.C24.gz43_252985 


F 


M00042442AG04 


UC2-ColonMetLiver 


3535 


450507 


1923.E24.gz43_252987 


F 


M00042446D:F04 


UC2-ColonMetLiver 


3536 


448556 


1923.F24.gz43_252988 


F 


M00042449A:H10 


UC2-ColonMetLiver 


3537 


454575 


1923.124.gz43_252991 


F 


M00042455B:D05 


UC2-CobnMetLiver 


3538 


275 


1923.L24.gz43_252994 


F 


M00042460B:C06 


UC2-ColonMetLiver 


3539 


452719 


1934.C01.gz43_253001 


F 


M00043360C:E07 


UC2-ColonMetLiver 


3540 


449842 


1934.G02.gz43_253021 


F 


M00043369D:B01 


UC2-ColonMetLiver 


3541 


489506 


1934.N02.gz43_253028 


F 


M00043384D:D05 


UC2-ColonMetLiver 


3542 


453893 


1934.P02.gz43_253030 


F 


M00043388A:D05 


UC2-ColonMetLiver 


3543 


452586 


1934.A03.gz43_253031 


F 


M00043356B:E12 


UC2-ColonMetLiver 


3544 


491177 


1934.C03.gz43_253033 


F 


M00043360C:F11 


UC2-ColonMetLiver 


3545 


496586 


1934.M03.gz43_253043 


F 


M00043382C:D07 


UC2-ColonMetLiver 


3546 


490393 


1934.O03.gz43_253045 


F 


M00043387A.E02 


UC2-ColonMetLivcr 


3547 


450756 


1934.D04.gz43_253050 


F 


M00043363B:A11 


UC2-ColonMetLiver 


3548 


456492 


1934.104.gz43_253055 


F 


M00043373D.G04 


VC2-ColoDM.etU.ver 


3549 


490395 


1934.O04.gz43_253061 


F 


M00043387A:E03 


UC2-ColonMetLiver 


3550 


489275 


1934.P04.gz43_253062 


F 


M00043388B:C02 


UC2-ColcmMetLiver 


3551 


489368 


1934.C05.gz43_253065 


F 


M00043360D:D01 


UC2-ColonMetLiver 


3552 


450756 


1934.E05.gz43_253067 


F 


M00043364D:H11 


UC2-ColonMetLiver 


3553 


496084 


1934.K05.gz43_253073 


F 


M00043378D:D12 


UC2-ColonMetLiver 


3554 


450193 


1934.L05.gz43_253074 


F 


M00043380D:E10 


UC2-ColonMe£Liver 


3555 


499240 


1934.M05.gz43_253075 


F 


M00043382C:G09 


UC2-ColonMetLiver 


3556 


448230 


1934.A06.gz43_253079 


F 


M00043356C.F03 


UC2-ColonMetLiver 


3557 


455707 


1934.H06.gz43_253086 


F 


M00043372B:B01 


UC2-ColonMetLiver 


3558 


496760 


1934.N06.gz43_253092 


F 


M00043385A:E01 


UC2-ColonMetLiver 


3559 


447429 


1934.A07.gz43_253095 


F 


M00043356C.H07 


UC2-ColonMetLiver 


3560 


450551 


1934.G07.gz43^253101 


F 


M00043369D.G10 


UC2-ColonMetLiver 


3561 


451144 


1934 J07.gz43_253 104 


F 


M00043376B:C03 


UC2-ColonMetLiver 


3562 


491402 


1934.C08.gz43_253113 


F 


M00043361B:F02 


UC2-ColonMetLiver 


3563 


449956 


1934.E08.gz43_253115 


F 


M00043365A:C06 


UC2-ColonMetLiver 


3564 


449959 


1934G08.gz43_253117 


F 


M00043370A:C08 


UC2-ColonMetLiver 


3565 


. 560213 


1934.108.gz43_253119 


F 


M00043374A.E05 


UC2-ColonMetLiver 


3566 


450482 


1934.J08.gz43_253120 


F 


M00043376B:F06 


UC2-ColonMetLiver 


3567 


449795 


1934.B09.gz43_253128 


F 


M00043359B:A04 


UC2-ColonMetLiver 


3568 


486856 


1934.O09.gz43_253141 


F 


M00043387B:A03 


UC2-ColonMetLiver 


3569 


450080 


1934.C10.gz43_253145 


F 


M00043361D.A02 


UC2-ColonMetLiver 


3570 


510272 


1934.110.gz43_253151 


F 


M00043374A:G04 


UC2-ColonMetLiver 
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BNSDOCID: <WO 0214500 A2_l_> 



I 



WO 02/14500 PCT/US01/25840 



Table 2 



NO 


TTCTPT3 


ceo NAMF 
JIjKI in /vivid 


ORIE 
NT 




LIBRARY 


3571 


450583 


1934.A1 1 .gz43_253 159 


F 


M00043357A:(j04 


UCz-uoioiiMetLiver 


3572 


450193 


1934.Bll.gz43_253160 


F 


M00043359B:D06 


U U2-coioiiMetijiver 


3573 


134392 


1934.M1 1 .gz43_253 171 


F 


TV ifAAA^OO C5TJ.T? - ! o 

M00043383B:r 12 


T T/^"> —1 A"^_xT «- rA «» 


3574 


496234 


1934.N1 1 .gz43_253 172 


F 


M00043385C:D0o 


U Lz-t/OiOjiiVLetLfiver 


3575 


487893 


1934.A12.gz43_253175 


F 


X if AAA A 1«) AT 

M00043357B:B02 


UC2-ColonMetLiver 


3576 


491507 


1934.D12.gz43_253178 


F 


M00043363D:F07 


U C2-CoionJvieu-»iver 


3577 


233814 


1 934 J 1 2 .gz43_253 1 84 


F 


* m r\r\f\ a t/TTx. A 10 

M00043376D.A12 


U C2-ColoiiMetL»iver 


3578 


450189 


1 934 .A 1 3 .gz43_253 191 


F 


M00043357B:D01 


UCz-vJolonMetljiver 


3579 


488613 


l934.El3.gz43_253l95 


F 


■* iAAAil^O^C13.AAO 

M00043365B.C08 


UC2^oionivietL»iver 


3580 


451011 


l934.Kl3.gz43_25320l 


F 


M00043379C:B09 


U Cz-ColonMetXjiver 


3581 


450207 


l934.Gl4.gz43_2532l3 


F 


X if A AA A *i *5 ^ AT* .TX AO 

M00043370B:D08 


uC2-LolonMetLriver 


3582 


451185 


I934jl4.gz43_2532l6 


F 


X if AAA A 1 Tl/A.IM O 

M00043376D.D12 


UCz^oioiiMetLriver 


3583 


551380 


l934.Ll4.gz43_2532l8 


F 


M00043381B.E10 


UC2^oloiiMetLiver 


3584 


495143 


l934.Ml4.gz43_2532l9 


F 


M00043383D:C07 


UC2-coioiiiVieti-fiver | 


3585 


487183 


1 934.0 14 .gz43_25322 1 


F 


■» /TAAAyCII OTA, All 

M00043387C.A1 1 


U u2-UolonMt3tLfiver 


3586 


631526 


1934.115.gz43„253231 


F 


X if A A A /t^lT/t TX . TX AT 

M00043374D:D07 


u U2-iJoioiiMetLiiver 


3587 


449780 


1934.E16.gz43_253243 


F 


M00043365CA09 


uC2-ColonMetLfiver 


3588 


491492 


1 934 JF 1 6 .gz43_25 3 244 


F 


x /aaajio'j/o a .t?a^ 

M00043368A:F03 


UC2-vJolonMetLriver 


3589 


494099 


1934.K16.gz43_253249 


F 


rAAA ^ T>1AT\ A At 

M00043379D.A05 


uC2-LolonMetLiver 


3590 


450819 


1934.N16.gz43_253252 


F 


M00043386A:A11 


UC2-ColonMetLiver 


3591 


488349 


1934.P16.gz43_253254 


F 


M00043389D:B10 


UC2-ColonMetLiver 


3592 


515423 


1934.117.gz43_253263 


F 


X K f\ t\f\ i 1 AT /I TX.T TA A 

M00043374D.H09 


UC2-ColonMetLiver 


3593 


490846 


1934.C18.gz43_253273 


F 


M00043362C:E02 


TT/1rt ^.X Jff~4T 

UC2-ColonMetLiver 


3594 


556511 


1 934X1 8 .gz43_253282 


F 


M00043381C:E10 


UC2-LoJonMetLiver 


3595 


487437 


1934.M18,gz43_253283 


F 


M00043384B:A04 


TTOA /^_1^—X if I..M 

UC2^olonMetLiver 


3596 


491240 


1934.E19.gz43_253291 


F 


\ »AAAil^^^C/^ T^A^ 

M00043365C.F06 


u C2 -CoJoiiMelLiver 


3597 


452710 


1934.H19.gz43_253294 


F 


X lAAAilOITl A . f~* 1 1 

M00043373A:G11 


UC2-LoionMetLfiver 


3598 


449959 


1934.J20.gz43_253312 


F 


X lAAAiAOnO. All 

M00043377C:A11 


U C2-LolonMetLriver 


3599 


449978 


1934.P20.gz43_253318 


F 


X /iAAAit'J'i AAT1.PA/I 

M00043390B:C04 


U C2-CoionMetL(iver 


3600 


450242 


1934.A21.gz43_253319 


F 


M00043358A:D02 


TTp« /^^t __x A»-»+T I— 

UC2-ColoiiMetJLiver 


3601 


451294 


1934.121. gz43_253327 


F 


x a r\f\f\ a *> *l C A .T^A^ 

M00043375A:E02 


TTA^ — 1r»«»AA«+T Zmiew 

u C2-LolonMetL»iver 


3602 


450080 


1934.G22.gz43_253341 


F 


X K r\r\f\ j^TJ 1 . 1 r\ 

M00043371B:C10 


v UC2-CoionJvietL»iver 


3603 


451361 


1934J22.gz43_253344 


F 


x k t\r\r\ tjh.t?a 1 

M00043377D:E01 


UC2"ColonMetJLiver 


3604 


489207 


1934.M22.gz43_253347 


F 


X JfAAA/(T)Oyl /"^ . A^ 

M00043384C.C02 


UC2-uoionMeiLiver 


3605 


488030 


1934.022.gz43_253349 


F 


X JTAAAjlOOOTfA.tiA^ 

M00043387D:B02 


TT/"*A ^1 A >f o-<"T i-, ,or 

UC2-coionMetLriver 








r 


M00043371C-B02 


UC2-ColonMetLiver 


3607 


450211 


1934.023.gz43 253365 


F 


M00043387D:D06 


UC2-ColonMetLiver 


3608 


402916 


1934.124.gz43_253375 


F 


M00043375B:A04 


UC2-ColonMetLiver 


3609 


494450 


1934.J24.gz43 253376 


F 


M00043378B:B05 


UC2-ColonMetLiver 


3610 


492627 


1934.M24.gz43 253379 


F 


M00043384C:G01 


UC2-ColonMetLiver 


3611 


550246 


1947.J01.gz43 253404 


F 


M00054555D:C03 


UC2-ColonMetLiver 


3612 


550952 


1947.106.gz43_253483 


F 


M00054555A:H09 


UC2rColonMetLiver 
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BNSDOCID: <W0 0214500A2_I_> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


0RIE 
NT 


CLONE ID 


LIBRARY 


3613 


555502 


1947A10ez43 253539 


F 


M00054545CB09 


UC9-r , f»1nnMptT ivpr 


3614 


496586 


1947 P21 ez43 253730 


F 


M00054566D-G08 


UC2-ColonMetLiver 


3615 


515707 


1947 G22 ez43 253737 


F 


M00054553D-F09 


I IP7-Pn1nnKipfT ivf»r 

\J V-/VJ1UALLVJlvULj1 VC1 




559009 


1950 F03 0743 953816 


V 
J 


M0005463 1 TV C09 


U w^'VAUUIUVI CLJU1 vcr 


3617 


540910 


1059 M04 0743 953839 


V 


M00054640Pl-r05 


TTP9-Pn1riTi\A<*fT ivf»r 
U V-/ a, " VAJlUXuYiCLJLa YCl 


Jul O 


555093 


1 959 H08 tf743 953804 


V 
i 


M0005469 OP -O06 


TTP9-Pn1nnM#»tT \xip>t 


3610 


461 


1050 P08 Q743 953006 


r 


K/T00054644P-P09 


TTP9-Pr»1nn\yTptT ivi»r 

ijv^z~\^oiuiiaviciXjivcr 


3690 


551075 


1 050 D1 0 0743 954070 


V 
r 


A400054630P-A06 


T TP9 -PnlnnKT^tT iv/»r 
\J UZ v> UI ULUVl C LLii vcr 


3691 


54Q51 6 


1Q5Q "NJ99 o*43 954198 
1 7.27 .IN ZZ .gZ*0 ZJ't 1 ZO 


r 


■M"00054649TVP1 1 


TTP7_Prt1/\w\A^fT it ror- 

u uz-uoioiwiciXfiver 


3679 




1050 TT94 <*-»43 954157 


r 


\/f 000^463 ft TVP07 
MUUU J **0 J o JJ .r UZ 


TTP7 Prtl 4" erfT i«fA*> 

u v^z-i^oionMeuLiver 


3693 


JLi077 I 


1060 1 03 ot43 95490ft 
1 70u .LAjj .gZn j^ZjHZUO 


"C 

r 


\>100054661 A*"R03 


u \-*z -v^oioiiivieiiviver 


3694 


56 i 500 


1060 T07 <vr43 954967 


r 


\4"00054656P»P 1 0 


uv^z-\^oioiiivietiwiver 


3675 


A<(\Q61 


1 Q6fi P 1 7 rr<»43 754341 


V 

r 




ui^z-i^oionMeujvcr 


DOZO 


764575 
Z043 / D 


1060 AJ14 r»-»43 754384 


r 


\>f HOn < 4664TI • A 0 1 




3677 
30Z 1 


5f\76ft3 


1060 "R73 <r»43 754516 


r 


\4O0O 5 4647r* «M07 

iViuuuoHOH /i/.riuz 


TTPO-PrtlrtTiTV/fotT TirAv 

u V/Z -v. o l oruvi ciivi vcr 


369£ 


457667 


1060 P94 otAT. 754575 


P 
r 


K/0005465 T n«n07 


u V/Z"UOioiuvicTJ-/iver 


367Q 
Jozy 


551760 


1060P03o-y43 7545R4 


r 


1^00054674^-^03 


TTP9-P/\1nriTV/r#*fT itr*»t- 


3630 


570481 


1 060 P07 o-*43 954645 
1 y\jy, Ks\J / .gZH j Z J*tO*T J 


r 


M0005467 1 A '1^07 


TTP9_Prt1nnTV4#*fT niw 


3631 


450674 


106QA10<vy43 954601 
l7U7./\lU.gZMO^Z.)**-07 A 


r 


M00054668 A 'FI01 


TTP9_Pn1rtn - M'**tT iviar 


3637 


41 5376 


1Q6Q"W11 »t43 954770 




\/f 000^46851^-1^00 


TTP7_Pr\1rmTV4/*+T ii/Ar 


3633 


573733 


1060 T94 crrAI 954017 


F 


M0005467 1 TV A 1 7 


TTP9-Prt1nnTV^/*fT ivAr 


3634 


55165Q 


1083 H01 ot43 754034 

l70j,i/UX ,gZHJ ZJ 4 t7J l T 


P 


M00054811H-P01 


T TP7-Pr»1nn\Ap+T ivf»r 


3635 


54oai6 


1 Q83 P06 0-743 75501 5 


p 


M00054R 1 7f1-1405 
lvi \) u u -> *+ o i z jl> . nu j 


TTP7-Prk1nr»A4"AfT ii;Ar- 
U V^Z wOlOIUVlCLL/lVCr 


3636 


557575 


1 083 F00 a-743 755064 


p 


M000548 1 4 A -P07 


TTP7-PnlrtnTVAAtT ivm> 
V v^Z"V^01UIjIV1CU-/1VCT 


3637 


447405 


1QB3 iri 1 o-y43 755101 


p 


A/T00054873R-P07 


TTP7_Pn1nri\^AfT iinai- , 

uuz-U'OiomviciXdvcr • 


36351 


404471 


1083 P10O743 755771 
1 o j . \s 1 y .gjcfT D Zjjzz l 


p 


M00054R1 1P-PT17 


TTP7-Pnlon'M'#»tT ix/Ar 

u uz "V^oiurjuviciijivcr 


3630 


456570 


1Q83F1Q c-743 755773 


p 


A400054813U-D1 1 

1V1U \J\J J t O 1 D D .U k X 


TlP7-Pft1nn\fptT tvpr 


3640 


533570 


1 0R4 TM07 0-743 755344 
1 7 0 *t . IN UZ .gZ*t D __Z0 J J ^tH 


r 


M00054»48"R-PO7 


T TP7_Pn1nn\/tp»tT ixrAr 

u V-/Z "v^oiuriivicu-fivcr 


3641 


560Q84 


1QR4P06&743 755410 


p 
r 


M0005485 1R*P03 


TTP7-Pnlfm\/rptT ivpr 


3649 


567307 


1084 007 q-743 7 554 1 7 


P 


M00054R30TYPOK 
i vx v u v j *t o DyxJ* r v a 


TTP7-Prk1ftn'N4'ptT iv^r 
i^UZ~UUlUUiVlCLL>lVCr 


3643 


554106 


10R4 A 17 0-743 7 55A01 
iyoH.AlZ.^ t Z i *J__Z0DHy l 


r- 
r 


"X400054831 API! 


TTP7-Pr»1ntiTV4pfT ivAr 
U \^Z~v>UlUIliVlCLL(lVCI 


3644 


557703 


10R4O71 0*43 755641 


p 

JT 


^4000548401^1303 


TTP7-Pn1nnTV/fi*tT ivpr 
kj v^z*^uiuriivicLiwivcr 


3645 


567743 


1004 PI 5 o«743 7 5 5 0 77 
lyyH.Etl j.gZH^^ZJ JVZ / 


P 


M00054877 A -P01 


TTP9-Pn1nn\iptT ivpr 


3646 


550531 


1004 A10o>t43 7550517 
LyyH 7.gZ*tJ^_ZJ Dyo 1 


p 


MO0O54879 A *Pf 1 0 


TTP9-Pn1nn\fp+T ivpr 


3647 


447483 


1994.F22.gz43_256040 


F 


M00054878B:G03 


UC2-ColonMetLiver 


3648 


549391 


1994 .K24.gz43 256077 


F 


M00054885C:G06 


UC2rColonMetLiver 


3649 


550204 


1995.C02.gz43_256101 


F 


M00054893D:F07 


UC2-ColonMetLiver 


3650 


554604 


1995.K02.gz43_256109 


F 


M00054904A:F07 


UC2-ColonMetLiver 


3651 


558326 


1995.N02.gz43_256112 


F 


M00054908D:A07 


UC2-ColonMetLiver 


3652 


557218 


1995.A03.gz43_256115 


F 


M00054891D:H05 


UC2-CoIonMetLiver 


3653 


562152 


1995.C03.gz43_256117 


F 


M00054893D:G09 


UC2-ColonMetLiver 


3654 


562679 


1995.F03.gz43_256120 


F 


M00054897C.F03 


UC2-CoIonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORJE 
NT 


CLONE ID 


LIBRARY 


3655 


543855 


1995.G03.gz43_256121 


F 


M00054898D:H12 


UC2-ColonMetLiver 


3656 


555701 


1995J03.gz43_256124 


F 


M00054903A:G07 


UC2-ColonMetLiver 


3657 


549376 


1995.K03.gz43_256125 


F 


M00054904A:H10 


UC2-ColonMetLiver 


3658 


522220 


1995.M03.gz43_256127 


■ F 


M00054908A:F10 


UC2-ColonMetLiver 


3659 


550710 


1995.O03.gz43_256129 


F 


M00054922A:C11 


UC2-ColonMetLiver 


3660 


562672 


1995.E04.gz43_256135 


F 


M00054896B:E09 


UC2-ColonMetLiver 


3661 


559088 


1995.104 .gz43_256139 


F 


M00054901C:A04 


UC2-ColonMetLiver 


3662 


447858 


1995.D05.gz43_256150 


F 


M00054895B:D09 


UC2-ColonMetLiver 


3663 


492256 


1995. L05.gz43_256 158 


F 


M00054906D:D06 


UC2-ColonMetLiver 


3664 


550047 


1995.B06.gz43_256164 


F 


M00054893A:F08 


UC2-ColonMetLiver 


3665 


562579 


1995.P06.gz43_256178 


F 


M00054923D:A08 


UC2-ColonMetLiver 


3666 


556804 


1995.F07.gz43_256184 


F 


M00054897D:E08 


UC2-ColonMetLiver 


3667 


553102 


1995.107 .gz43_256187 


F 


M00054901C:G01 


UC2-ColonMetLiver 


3668 


559118 


1995.P07.gz43_256194 


F 


M00054923D:D04 


UC2-ColonMetLiver 


3669 


559554 


1995.H08.gz43_256202 


F 


M00054900B:D12 


UC2-CoIonMetLiver 


3670 


510309 


1995.K08.gz43_256205 


F 


M00054904C:B06 


UC2-ColonMetLiver 


3671 


562492 


1995.N08.gz43_256208 


F 


M00054910A:H12 


UC2-ColonMetLiver 


3672 


553975 


1995.O08.gz43_256209 


F 


M00054922B:A08 


UC2-CoionMetLiver 


3673 


561525 


1995.N09.gz43_256224 


F 


M00054910B:F07 


UC2-ColonMetLiver 


3674 


150839 


1995.O09.gz43_256225 


F 


M00054922B.A10 


UC2-ColonMetLiver 


3675 


451049 


1995.E10.gz43_256231 


F 


M00054896C:F01 


UC2-ColonMetLiver 


3676 


560668 


1995.H10.gz43_256234 


F 


M00054900B:G10 


UC2-ColonMetLiver 


3677 


555260 


1995.110.gz43_256235 


F 


M00054901D:B01 


UC2-ColonMetLiver 


3678 


555785 


1995J10.gz43_256236 


F 


M00054903C:F03 


UC2-ColonMetLiver 


3679 


82864 


1995.Dll.gz43_256246 


F 


M00054895C:B07 


UC2-ColonMetLiver 


3680 


559554 


1995.Hll.gz43_256250 


F 


M00054900C:B04 


UC2-ColonMetLiver 


3681 


556404 


1995.C12.gz43_256261 


F 


M00054894C:B11 


UC2-ColonMetLiver 


3682 


516691 


1995.H12.gz43_256266 


F 


M00054900C:C03 


UC2-ColonMetLiver 


3683 


556499 


1995.E13.gz43_256279 


F 


M00054896D:C01 


UC2-ColonMetLiver 


3684 


453715 


1995.F13.gz43_256280 


F 


M00054898A:GO9 


UC2-ColonMetLiver 


3685 


556753 


1995.H13.gz43_256282 


F 


M00054900C:D08 


UC2-ColonMetLiver 


3686 


549847 


1995.J13.gz43_256284 


F 


M00054903C:G03 


UC2-ColonMetLiver 


3687 


549822 


1995.K13.gz43_256285 


F 


M00054904C:G09 


UC2-ColonMetLiver 


3688 


489001 


1995.L13.gz43_256286 


F 


M00054907B:E07 


UC2-ColonMetLiver 


3689 


562989 


1995.P13.gz43_256290 


F 


M00054924B:E10 


UC2-ColonMetLiver 


3690 


555998 


1995.A14.gz43_256291 


F 


M00054892C:G05 


UC2-ColonMetLiver 


3691 


562106 


1995.B14.gz43_256292 


F 


M00054893C:A06 


UC2-ColonMetLiver 


3692 


557326 


1995.E14.gz43_256295 


F 


M00054896D:C11 


UC2-ColonMetLiver 


3693 


558935 


1995.J14.gz43_256300 


F 


M00054903C:G04 


UC2-ColonMetLiver 


3694 


399766 


1995.L14.gz43_256302 


F 


M00054907B:F01 


UC2-ColonMetLiver 


3695 


553976 


1995.O14.gz43_256305 


F 


M00054922C:A11 


UC2-ColonMetLiver 


3696 


554002 


1995.B15.gz43_256308 


F 


M00054893C:A07 


UC2-ColonMetLiver 
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Table 2 



ID 

NO 


Ci-rUO J HIS 


• 


fVRTF 

\JJ\JJCt 

NT 


ULUIN.b JUL) 


T TDT> A T>V 


3697 


553691 


1 995 .P 1 5 ,gz43_256322 


F 


M00054924B:F07 


UC2-ColonMetLiver 


3698 


556365 


1 9 95 .B 1 6 .gz43__25 6324 


F 


M00054893C:B02 


UC2-ColonMetLiver 


3699 


549228 


1 995 .D 1 6.gz43_25 6326 


F 


M00054895D:B02 


UC2-ColonMetLiver 


3700 


553534 


1 995 . G 1 6 .gz43_25 6329 


F 


M00054899C:D11 


UC2-ColonMetLiver 


3701 


557004 


1995.H16.gz43_256330 


F 


M00054900D:F11 


UC2-ColonMetLiver 


3702 


555082 


1995,M17.gz43_256351 


F 


M00054908C:A10 


UC2-ColonMetLiver 


3703 


562714 


1 995 .P 1 7.gz43_2563 54 


F 


M00054924D:E01 


UC2-ColonMetLiver 


3704 


552122 


1 995 .D 1 8.gz43_25635 8 


F 


M00054895D:C10 


UC2-ColonMetLiver j 


3705 


411272 


1995.K18.gz43_256365 


F 


M00054904D:F07 


UC2-ColonMetLiver 


3706 


454812 


1995.A19.gz43_256371 


F 


M00054892D:D06 


UC2-ColonMe5tLiver 


3707 


558177 


1995J19.gz43_256380 


F 


M00054903D:G01 


UC2-ColonMetLiver 


3708 


556852 


1995.P19.gz43_256386 


F 


M00054925A:B08 


UC2-ColonMetLiver 


3709 


551463 


1995.B20.gz43_256388 


F 


M00054893C:E04 


UC2-ColonMetLiver 


3710 


558011 


1995.G20.gz43_256393 


F 


M00054899D:C11 


UC2-ColonMetLiver 


3711 


559088 


1995.H20.gz43_256394 


F 


M00054901A:B04 


UC2-ColonMetLiver 


3712 


595066 , 


1995.120.gz43_256395 


F 


M00054902B-.G02 


UC2-ColonMetLiver 


3713 


558868 


1995.K20.gz43_256397 


F 


M00054904D:G04 


UC2-ColonMetLiver 


3714 


458035 


1995.F21.gz43_256408 


F 


M00054898B:D04 


UC2-ColonMetLiver 


3715 


555837 


1995.H2Lgz43_256410 


F 


M00054901A:F01 


UC2-ColonMetLiver 


3716 


452182 


1995.121.gz43_256411 


F 


M00054902C:A12 


UC2-CoIonMetLiver 


3717 


555967 


1995J21.gz43_256412 


F 


M00054903D:G10 


UC2-ColonMetLiver 


3718 


474163 


1995JB22.gz43_256420 


F 


M00054893C:G06 


UC2-ColonMetLiver 


3719 


556169 


1995.H22.gz43_256426 


F 


M00054901A:H11 


UC2-ColonMetLiver 


3720 


558779 


1995.C23.gz43_256437 


F 


M00054895B:A02 


UC2-ColonMetLiver 


3721 


555830 


1995.G23.gz43_256441 


F 


M00054899D:F07 


UC2-ColonMetLiver 


3722 


974 


1995.N23.gz43_256448 


F 


M00054921C:G01 


UC2-ColonMetLiver 


3723 


556632 


1 995 .B24.gz43_25 6452 


F 


M00054893D:D12 


UC2-ColonMetLiver 


3724 


596809 


1995.C24.gz43_256453 


F 


M00054895B:A08 


UC2-ColonMetLiver 


3725 


495365 


1995.N24.gz43_256464 


F 


M00054921C:G06 


UC2-ColonMetLiver 


3726 


447639 


1995.024.gz43_256465 


F 


M00054923A:H02 


UC2-CoIonMetLiv^r 


3727 


418512 


1996.K02.gz43_256517 


F 


M00054938A:B08 


UC2-ColonMetLiver 


3728 


559728 


1996.A04.gz43_256539 


F 


M00054925B.B01 


UC2-ColonMetLiver 


3729 


67060 


1996.P05.gz43_256570 


F 


M00054942C:B04 


UC2-ColonMetLiver 


3730 


549171 


1996.E06.gz43_256575 


F 


M00054931C:F10 


UC2-ColonMetLiver 


3731 


562550 


1996.O06.gz43_256585 


F 


M00054941C:G04 


UC2-ColonMetLiver 


5 151 




i yyo. MUo .gz4 5_i jdo i j 


r 




u L/Z-v^oionjvieii-fiV6r 


3733 


473512 


1996.B13.gz43_256684 


F 


M00054927C:C03 


UC2-ColonMetLiver 


3734 


553535 


1996.N16.gz43_256744 


F 


M00054940D:E06 


UC2-ColonMetLiver 


3735 


555739 


1996.11 8. gz43_256771 


F 


M00054936B:G02 


UC2-ColonMetLiver 


3736 


873 


1996.N18.gz43^256776 


F 


M00054941A:A08 


UC2-ColonMetLiver 


3737 


549805 


1996.119.gz43_256787 


F 


M00054936C:B08 


UC2-ColonMetLiver 


3738 


550782 


1996.B20.gz43 256796 


F 


M00054928A:C11 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3739 


562106 


1996 F20 ez43 256800 


F 


M00054Q33BC02 


\J wZ'wUIUXXlVXwLJUl Vvl 


3740 


481166 


1996 P20 ez43 256810 


F 


M00054041AH1 1 

iVXV/V/V»/ , T^*tJ/^.XXl X 


TTP9-PnlftnlvfptT ivpr 

U ^Z"wUlUlXlVXCUUl VCi 


3741 


447585 


1996121 ez43 256819 


F 


M00054016r-fr01 


TTP9-.PrvlnnTvfptT ivpr 

w V-xZ OlUiilVXC LLrl VCI 


3742 


561878 


2005 K03 ez43 2569 19 


F 


M00054054AF19 


TTP9-PnlnnMf*tT ivpr 
vJ L<Z -\-/U1UIUVXCLXj1 vex 


3743 


554833 


2005 C07 cz43 256975 


F 


M00054045R(tOO 


TTP9-PnlfttilvfptT ivpr 
U \-/Z -V^UIUUiVXCLX-fl vox 


3744 


126 


2005 J08 cz41 256998 


F 


M00054059n-Al 1 


T rP9-Pnlnnlvf PiJ ivpr 

U V^Z^V^UIUIliVXCU-flVCI 


3745 


496870 


2005 110 &741 257090 


F 


M00054059 A R 1 9 

IVX UUUJt J? JZA. Xj 1 Z 


TTP9-Pnlnn1vfptT iv<*r 
*J V^Z'V^OXOXUYXCllwXVCr 


3746 


555526 


9005 J19 ^741 757062 


F 


^00054051^1107 


TTP9-Pnlnnlvfp+T ivpr 
U ^Z'V^UlUlXlVXCLXwl vex 


3747 


569051 


9005 A 14 a^41 957085 
zi/i/«J.jrix 4 T.gz*t < ? Zj/uoj 




M0005404in*Pl 9 


TTP9_PnlnnTV>fia+T iirt>r 

u oz -\^oi omvi exi_/i ver 


d /to 


450574 


9006 R09 ot41 957978 


F 


M00054Q61 P«M07 

IVXUVJUO'tyQXV^.Xxv/ / 


u v^z-^oionivicxijivoT 


1740 
J / ty 


557780 


9006 P09 0741 957909 
zi/uu.ruz.gz.Hj zj/z-*z 




M00054Q74P*A04 


u z - v^/ o i oruvi eLLri ver 


1750 


456705 


9006 A 01 try41 957901 

Zwl/U./Tv\3.gZ i r^ Z.J i 4.yD 




M00054060P*PA1 


u v^z - vx>i onivic lxjI vcr 


1751 

J ID X 


556054 


9006 F01 cy«741 9 579 07 

ZUUOXI/J .gZ*t J^_Z J / Z7 / 


V 


M00054Q64 A «P00 


u tz -v^oi oiiivxcxxvivcr 


1759 

J 1 -JZ 


551091 


9006 fiOl 0741 957900 
zuut/.vjv/j .gz*tj zj / £~yy 


F 


M00054066A-P1 1 


T TP9_PnlnnlV/lf*+T ii/Ar 

u i^z-v/Oioruvxcixwi vcr 


3751 
j i <jd 


404106 


9006 H01 a741 957100 

ZUV/VJ.X JLV/.3 .^LtJ 4,JID\J\J 


F 


M00054066H-R1 9 

AVI \J \J \J J *r y \J \jU .xx X z 


TTP9-PnlnnlvfpfT tvpr 
LJ V^Z " V/UI UIJiYXC LX-/I V CI 


1754 

.5 / DH 


908978 


9006 T01 a-741 957101 

Z vUU .XVJ J ,gZH.J_Z«} / JUl 




1^0005406771^08 


TTP9-Polr\nlVAp»fT iir/ar 

u \^z ■A^oioiiivxeii-fivcr 


1755 
/ dd 


504400 


9006 T 01 &741 957104 


P 


lvt00054070P-r08 


TTP9-PnlnnlvfptT ivpr 

u v-'Z~v^uiuiiivxcLX-fivcr 


1756 


456901 


9006 H05 0741 957119 


F 


M00054067AD1 1 

JVXvV/w JH70 1 Jri^xJ X X 


TTP9-PnlnnlvlptT ivpr 

U l^Z^wOIUXXIVICU-fl VCI 


1757 


500019 


9006 P06 ar41 957141 


F 

x^ 


M00054069C-D09 

mUuUJ47UZV/.l-'UZ 


TTP9-Pn1nnMptT ivpr 

IJwZ'V^UIUXXIVXCUUXVCX 


1758 


555104 


9006 T"i06 cr-y41 957144 
ZUUO.X-JUO.gZ*f j_Zj f D**** 


p 

JT 


lvf00054061P-POSl 


T TP9 PnlrmlVAWT it/w 

U Z - v^lOmVXcTJOlVcr 


175Q 


501171 
jyo l id 


9006 H06 a«y41 957147 


P 


M00054Q66 A 'HOO 

IVX v UU J H 2^ OD/\.XV U 5? 


TTP9-Pr*lnnlV^'^T ivw 

u v^z-v^oionivxcLL/ivcr 


1760 


509041 


9006 T06 <y^41 957140 

ZUUO.Xl/O.gZt j^Zj / jH7 


P 


M00054068A-C I 1 1 

IVXUL/WjHyOOjrV.V^X X 


TTP9_Prk1rYn\^p*tT urpr 

u v/Z -i^oioixivxcxLriver 


1761 


554170 
ddhd iy 


9006 K*06 ot41 957151 

ZvVU.XVUU.gZ*tO__Z«7 / jJl 


p 


M00054060n-T)04 


TTP9-Pnlnnlvip+T ivpr 

u v/Z " v^oioiJivxcxxwivcr 


1769 
J /OZ 


555101 


9006 O06 0741 957155 


p 


M00054071TI- A 1 0 


TTP9-Pr»lr»n'Mp+T iv*»r 
U v> Z V_aJ 1 OI1I VX CLL/1 VCi 


1761 


556191 


9006 T08 ctt41 957189 


p 


M00054060 A -P05 

IVX UUUj H J/ D , DUJ 


TTP9_Pnlr»nlV^<atT -iirpr 
U l^Z-l^OlUIliVXCLL/lVCl 


1764 
D 1 o*t 


557491 


9006 R00 o«741 9 57100 

ZUUU.JDUy.gZHj Z.D 1 Dy\J 


P 
r 


M00054061 TYW0R 
ivi v vu j *t ~ o x u . riu o 


U V^Z~\^01UI1IVXCIX-»1VCI 


1765 


450019 


9006 TC00 cr741 957100 
Zvuo.xvuy «gz*t J zj / jyy 


p 


M00054060Tj*G1 1 

1VXV/VJUJ*t^OJ'X-/.vJX X 


TTP9-PnlnnlvfptT ivpr 
u v-'Z "v^uiunivxc Li-*! vci 


1766 


551904 


9006 F10 &t41 957400 

ZUUD.iwlv.gZHj ZJ IH\jy 




M00054064P-R07 


T TP 9 _Pn!nn lvf PtT fvpr 
U v^Z*" V^O J UlilYXClXjXVCl 


1767 

D ID 1 


556196 


9006 frlO ot41 957411 

ZvUO.VJX v.gZ*T J Z.J /*tX X 


p 


M00054066 A -009 
ivx v \J\J d *t y doa . vj uz 


TTP9-Pr*!nnlvfptT ivpr 
U I^Z~\^UIUI11VXCLL»1VCI 


1768 

J /OO 


554904 


9006 Ml 1 0741 957411 

ZUVO.IVXX A .gZH->_Z.? / HJJ 


p 


Tvf0005407lP-Pl 1 


TTP9-Pnlr4Ti\^#*fT ivpr 

u \^z "i^oiuixivxcuLri vcr 


1760 

^ /Of 


556559 

J J\jJ JZ 


9006 P1 1 0741 957416 


P 


Ivf00054074n-Pl 1 

iVXUwU / HXV .V>- X X 


TTP9_Polnn\4p+T ivf»r 

u i^z-\^oioiiivxcw-iiver 


1770 


554594 


9006M19or41 957450 

ZVJUD.1N XZ.gZH.?_Z.J /HJU 


p 
r 


lvT00054Q79R«P06 

lVXvUUjt y 1 ZX3.X3UO 


T TP 9 -Pnlnn lvf pf T tvpr 
U ^Z - wOXOIIIVXCUjI VCI 


1771 

Dill 


550047 


9006P19a741 957459 
zuuo.r iz.gz*t->_zj /hjz 


p 


M00054075 A -P08 


TTP9-PnlonlvfpfT ivpr 

U V-/Z-V^U1UIuVXCLXj1 VCI 


1770 

D 1 1 jL 


554165 


9006P15o741 957500 
zv/uo.r u.gz*t«/_zj / juvj 


F 

JT 


M00054075RT106 


TTP9-Pnlnn\4ptT ivpr 
U v-»Z"v^01 UXXlVXClXvX vex 


1771 
d / 1 d 


556740 


9006 A17C741 257517 


F 


M0005406 1 R-D07 

lVXV/wW«/*t ~w XXJ.Xvw / 


T TP9-PnlnnMpf T ivpr 

L/V^Z~\^UJwJJiVXCLX-/I VCI 


3774 


531145 


2006.C17.gz43_2575 19 


F 


M00054963A:C12 


UC2-ColonMetLiver 


3775 


557883 


2006.F18.gz43_257538 


F 


M00054965C:C04 


UC2-ColonMetLiver 


3776 


470386 


2006.K18.gz43_257543 


F 


M00054970A:G03 


UC2-ColonMetLiver 


3777 


596152 


2006.M18.gz43_257545 


F 


M00054971C:H06 


UC2-ColonMetLiver 


3778 


556552 


2006J19.gz43_257558 


F 


M00054969B:F12 


UC2-ColonMetLiver 


3779 


560696 


2006.C20.gz43_257567 


F 


M00054963A:E02 


, UC2-ColonMetLiver 


3780 


218113 


2006.K20.gz43_257575 


F 


M00054970B:B02 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3781 


557559 


2006.L20.gz43_257576 


F 


M00054971A:D04 


UC2-ColonMetLiver 


3782 


129715 


2006 .B22 .gz43_257598 


F 


M00054962A:H07 


UC2-ColonMetLiver 


3783 


553976 


2006.C22.gz43_257599 


F 


M00054963A:G12 


UC2-ColonMetLiver 


3784 


561984 


2006.D22.gz43_257600 


F 


M00054964A:B09 


UC2-ColonMetLiver 


3785 


497938 


2006.G22.gz43J257603 


F 


M00054966D:C05 


UC2-ColonMetLiver 


3786 


556951 


2006.J22.gz43 257606 


F 


M00054969C:G09 


UC2-ColonMetLiver 


3787 


553983 


2006.N22.gz43_257610 


F 


M00054972D.A10 


UC2-ColonMetLiver 


3788 


549579 


2006P22ez43 257612 


F 


M00054975CD08 


UC2-ColoiiMetLiver 


3789 


555135 


2006 B23 ez43 257614 


F 


M00054962B\A07 


UC2-ColonMetLiver 


3790 


471257 


2006 C23 ez43 257615 


F 


M00054963A-H04 


UC2-ColonMetLiver 

V^VlV/XXlTXWbXwX ▼ Wl 


3791 


557080 


2006 J23 ffz43 257622 


F 


M00054969C*H05 


UC2-ColonMetLiver 

W •-'X* V^VJlV-'lJJ.TXwLXJX V vx 


3792 


554643 


2006 M23 ez43 257625 


F 


M00054971DF04 


UC2-ColonMetLiver 


3793 


558707 


2007A01ez43 257645 


F 


M00054975CE02 


UC2-ColonMetLiver 


3794 


557420 


2007 M02 2743 257673 


F 

X 


M00054993DF04 


UC2-ColonMetLiver 


3795 


482509 


2007 A03 ez43 257677 


F 


M00054975CG06 


UC2-ColonMetLiver 

W V/Vi V/ * XI "AV 1 . 1 1 »X ▼ WX 


3796 


471827 


2007 J03 ez43 257686 


F 


M00054989B*C11 


UC2-ColonMetLiver 


3797 


556841 


2007 K03 ez43 257687 


F 


M00054991BE11 


UC2^olonMetLiver 


3798 


597957 


2007 L03 ez43 257688 


F 


M00054992DC12 


UC2-ColoixMetLiver 


3799 
j i yy 


5 5 6768 


2007C04pz43 257695 


F 


M00054978CE07 


UC2-ColoiiMetLiver 


3800 


170450 

X / utJU 


2007 F04 ez43 257698 


F 


M00054983CF05 


UC2-CoIonMetLiver 

V-^ Wb V/ vJUlil >1 VLU1 t WX 


3801 

.70 v X 


555593 

JJJJ7J 


2007 104 oz43 257701 


F 


M00054987B-D06 


UC2-ColonMetLiver 


3802 


556839 


2007J04ez43 257702 


F 


M00054989B:E04 


UC2-ColonMetLiver 


3803 


551967 


2007 A05 2z43 257709 


F 


M00054976A-A03 

1*A W \f+9*9^ 9 \J£ A- - ^ &W«/ 


UC2-ColonMetLiver 


3804 


550814 


2007 105 cz43 257717 


F 


M00054987BG05 


UC2-ColonMetLiver 


3805 


557811 


2007.L05.gz43 257720 


F 


M00054992D.F06 


UC2-ColonMetLiver 


3806 


559580 


2007 J06 ez43 257734 


F 


M00054989C:C12 


UC2-ColonMetLiveT 


3807 


554764 


2007N06ez43 257738 


F 


M00054995B:G12 


UC2-ColonMetLiver 


3808 


554395 


2007 P06 ez43 257740 


F 


M00054997DE01 


UC2-ColonMwtLiver 


3809 


555639 


2007H07ez43 257748 


F 


M00054986BD07 


UC2-ColonMetLiver 


3810 


556561 


2007 E08 ez43 257761 


F 


M00054981DC06 


UC2-ColonMetLiver 


3811 


454463 


2007 108 ez43 257765 


F 


M00054987C-A11 


UC2-C^lonMetLiver 


3812 


454463 


2007 K08 ez43 257767 


F 


M00054991CE01 


UC2-ColonMwtLiver 


3813 


562750 


2007 C09 ez43 257775 


F 


M00054978DH09 


UC2-ColonMetLiver 


3814 


560652 


2007F09ez43 257778 


F 


M00054983D:D05 


UC2-ColoxxMetLiver 


3815 


553615 


2007 109 ez43 257781 


F 


M00054987C:B12 


UC2-ColonMetLiveT j 


3816 


555512 


2007.F10.gz43_257794 


F 


M00054984A:A05 


UC2-Co]onMwtLiver 


3817 


556598 


2007.110.gz43_257797 


F 


M00054987C:G04 


UC2-ColonMetLiver 


3818 


552188 


2007.J10.gz43_257798 


F 


M00054990A:F10 


UC2<:olonMetLiver 


3819 


558670 


2007.All.gz43_257805 


F 


M00054976C:A03 


UC2-ColonMetLiver 


3820 


452682 


2007.Mll.gz43_257817 


F 


M00054994B:D11 


UC2-ColonMetLiver 


3821 


553915 


2007.Pll.gz43_257820 


F 


M00055000A:H10 


UC2-ColonMetLiver 


3822 


550886 


2007.C12.gz43_257823 


F 


M00054979A:H10 


UC2-ColonMetLiver 
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Tabic 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


0REE 
NT 


CLONE ID 


LIBRARY 


3823 


553787 

J J«/ JO/ 


2007 HI 2 fj?43 257828 

ivU / #XX X *- .gZ»T J X>J / OXO 


F 

X 




U \sZ> \-AJl UJJU VXwIXjI Vvi 


3824 

JOZ»T 


475624 


2007T12P743 257899 


V 

jr 




TTP9-f , n1nnKiptT ivpr 

U V^Z" V^UJUiJiVlC'LX-f J VCI 




554212 


2007 012^743 257835 


V 

1^ 


M00054997A-r02 






555883 


2007 PI 2 »743 257836 


X 


M00055000R-R04 


KJ \sU 1 Ulil VICUJ1 Vwi 


JOZ. / 


458257 


20071313*743 257838 


V 


M00054077P-AOO 


T TP9-.Pn1nnMf^T iv^»r 

*J V/Z-" VAJlUiUVxCIXvi VCI 




555107 

J.J J X 7 / 


2007 D13 a743 257840 


X 


M00054Q80DH07 




382Q 


553737 

J J J / JZ> 


2007 PI 3 «T743 257857 


F 


M00055000R-F02 




3830 


556416 


2007 R14 IT743 757854 


F 

X 


M00054977C-R08 


T TP9-Pn1nnMptT ivpr 


3831 

JO J 1 


501056 


9007 R15 o?43 957870 

ZUU / ,X> 1 J .gZt J_Z J / O / U 


F 


lUT00054077r-n08 


T TP9-Pn1nTilV/fptT ivpr 


3839 


559437 


9007 F15 0^43 957873 

/ .C A J .gZH J -CJ/O/J 


F 


M00054082P* A09 


TTP9-pAlnnlUfptT ivpr 


JO J j 


JJJQJO 


9007 T 15 ot43 957880 

ZUU / .iwl J.gZHJ ZJ / 00 v 


F 


M00054003R-H06 
ivx v vu jtyyDD .xavju 


TTP9-Pn1nnlUlptT ivpt 


3834 


476739 

*T / u / JX 


9007 01 5 Q743 957883 

ZUU / ,\J X J ,gi*TJ__ZJ /OOJ 


F 

x^ 


M00054007AG11 
ivivv/UJty^ /.rv.vi x x 


TTP9-Pn1nnMptT fvpr 


^r^5 


556600 


9007 PI 6 ff?4^ 957886 
ZUU/.JD JO.gZ*f j_ Zj /OOD 


F 

r 


"M00054Q77P-n 1 9 


1 TP9-Prklnn\4**fT itr^r 


JOjO 


55761 5 
jj /Ol j 


9007 Ml 6 rr-rA^ 957RQ9 
ZUU / .rll0.gZnJ_Zj /07Z 


p 
r 


M000540R6"n*ni 1 
IVlUUUj^yoOL/.LIl 1 


TTP9-Prt1nn"M**fT ii7*»r 

u i^z^oioiiivieixvivcr 


JO J / 


5/1049Q 
j4J*fZy 


9007 f»17 avAl 957007 
ZUU / .ul / ,gZHO_ZJ fy\J l 


•p 
r 


M00054QR5r*-R1 9 
IVIUUU J ** y 0 J . D 1 Z 


TTP9_Pn1r«imfAfT ivpr 




55/170^ 


9007 T-T1 7 n-yzt^ 957G08 

zuu/jrii /.gZHj_zj /yuo 


r 


lur000540R6T>«F0 , 5 
MUUUJHyoDi/.IiUJ 


TTP9 Pr»li-»«TVA*»+T n/Pr 


jojy 


jjojyo 


9007 T17 rr^A^ 957O0O 
ZUU /.ll / .gZnj_Zj /y\Jy 


r 


\/T00054QRRP»"R0R 
IVlUUUJ'fyoOV^.IJUo 




jo4U 


^£7Qft 


7007 T17 /y^A^ 957Q1 O 

zuu /.j i / .gzHj_zj /yiu 


r 


1^00054000^^09 


TTP9-P^1o«T\jf*»fT i*r£>r 


1&A 1 
jo41 


^5on<^ 

jjZUjj 


0007 T 17 rt-»A^ 957019 

zuu / .Jul / .gz4j_zj /yiz 


p 
r 


K/10005400^P'P 1 0 

jviuuujHyyjvy^xu 


TTP9_Prt1rm'\4AfT -Jittar 


jo4Z 




9007 1>1 7 rrT/t3 957016 
ZUU/.,ri /\gZHj_Zj JylO 


p 
r 


\400055000r*-F0R 

jyiuuuj juuu^/.ruo 


u iwZ-v/Oioiiivieix*ivor 


12A1 
JO*tJ 


^£1 117 
JOl J 1Z 


9007 Til R rr«»A7 957019 
zUU/,Blo.gZ*f j_Zj / yio 




"IVA 0 0 0 5 AQ7 7 P «F00 

jYiuuuj*fy/ /i^.ruy 


TTP9_PrtlrkTtlVAAtT r\rt*r 
U L/Z - v^OiOIllVlClXwl vcr 


1QAA 

.5544 


c«7H5A 
jj /U34 


9007 PlR pttA^ 957010 
ZUU f.\slo .gzm^ZD Jyiy 


p 


xyrooo54070P*m 9 
jviuuuj*fy / yjD.wiz 


TTP9-P/\lrm'M*AtT iifAr 

u i^z-v/Oioiiivicixwi vcr 




ztSQ41 0 


9/107 H1R crrAI 957090 

zw/.xji o.gz^f j_z j /yzu 


p 


M000540R 1 R-R00 


T TP9-PnlmVM#*tT ivpr 


JO*tO 


5QR5RO 


90A7 HIS rr-74^ 95709^ 
ZUU / .VJl o.gZ*f J_Z J lyJLj 


p 


l\yf00054Q85P-Tj04 

JVl U UU J *t J? O J O . UV^T 


T TP9-Pr»1nnMV*tT ivpr 
UwZ"V^UlUIliVi.CUL/lVCI 


3R47 
Jon / 


55Q0Q6 


9007 H18 o^43 957031 
zuu/ ,v/io,gz*tj__zj fyji 


F 


M00054007R'F1 0 


TrP9-Pr»lnnMptT ivpr 


3S4R 


556750 


9007 710 o-743 957041 
zuu / .ny.gz^fj^zj fyfx 


F 

x^ 


MOOO54088r*rr09 


T IP9-Pn1r»nMpfT ivpr 

O V/4-r V^UiWlli»XCUU/l VCI 


3R4Q 


555977 


9007 Ifl Q <»t43 95704^ 
ZUU / .lvl-'.gZ'TJ^_ZJ /J/tJ 


F 


1U00054009 A -P08 


T TP9-Pn1nnMpfT ivpr 

VJ V/^r wUIUIXlVXvLuI VCI 


3R50 

JojU 


551 604 

jj icy** 


9007 P90 o-74^ 957050 
ZUU / .JDZU.gz** j_zj fyJ\J 


F 


M00054077D-R06 


TTP9-Pn?nnMptT ivpr 

U v/, \_/ UlUlilVlC \XjX V CI 


3R51 

JOJ 1 


569655 


9007 F90 cry43 957053 

ZUU / .X-/ZU.gZ*T J__ZJ / 7 J J 


F 
r 


M00054083 A F08 

1V1UU VJ JH 7 O J I\ . F v O 


T TP9-Pn1nnMptT iver 


^R59 

JO JZ 


550053 


9007 1490 0-743 957056 
zuu / .nzv. gz*t j_zj /yjo 


F 


TVf 00054087 A • A00 

JYIUV/U Jt7o / £\.r\\jy 


TTP9-PnlAnMptT ivar 


^853 


556986 


9007 T90 o743 957058 

ZUU / •JZv.gZ'rJ ZJ / ^ JO 


F 


MO0O540Q0D-AO6 


T TP9 -PnlnnMetl iver 


3R54 

JOJ*+ 


5517QR 

JJ 1 /70 


9007 1^90 0-743 957050 
zuu / .jvzu.gz*t j^_z j /yjy 


p 


M00054009 A-D1 1 

1Y1UUV/J*+2'7Z/\..XJ'1 1 


TTP9«-Pn1rmMptT iver 
\j \jJ*\*aj\ will vie iX/i v ci 


^R55 

JOJJ 


5409 1 4 


9007 >J9n ot43 957069 
ZUU / .INZU.gZHJ^ZJ /7UZ 


F 


M00054Q06 A 1 0 

IVIUUU JH7f OA.JJ Iv 


1 TP9-Pn1nnMptT ivpr 

U V/Z" VAllUUiVXvLLil VCI 


^R5£ 


46790*5 


9007 Ti9l <r«r43 957068 

ZUU / . JJZ 1 .gZH J__Z J / 700 


F 


M0005408 1 TVFH 2 
iviuuuJHJ'o liJ.niZr 


TTP9-Pn1fMiMpfT iver 

U W Z. " V^U IVJlllVlW IXvl V wl 


3857 


503452 


2007.J21.gz43_257974 


F 


M00054990D:F04 


UC2-ColonMetLiver 


3858 


556019 


2007.L22.gz43_257992 


F 


M00054993C:G12 


UC2-ColonMetLiver 


3859 


560748 


2007.G23.gz43^258003 


F 


M00054985D:E03 


UC2-ColonMetLiver 


3860 


562323 


2007.L23.gz43_258008 


F 


M00054993C:H05 


UC2-ColonMetLiver 


3861 


2284 


2007.A24.gz43_258013 


F 


M00054976D:F06 


UC2-ColonMetLiver 


3862 


481243 


2007.D24.gz43_258016 


F 


M00054981C:A11 


UC2-ColoiiMetLiver 


3863 


555958 


2007.N24.gz43_258026 


F 


M00054996B:C11 


UC2-ColonMetLiver 


3864 


560984 


2007.O24.gz43_258027 


F 


M00054997C:H03 


UC2-ColoiiMetLiver 
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Table 2 



NO 


HT T TCTPT3 


CCA XT A \/TT? 


r\~DTC 

UKlc 


CLONE ID 


„ 

LIBRARY 


3865 


555967 


2008.N01 .gz43_258044 


F 


M00055016D:C07 


UC2-ColonMetLiver 


3866 


556488 


2008 .P0 1 .gz43_25 8046 


F 


M00055019B.B11 


UC2-CoIonMetLiver 


3867 


553064 


2008.A02.gz43_258047 


F 


M00055001A:B10 


UC2-ColonMetLiver 


3868 


552006 


2008.D02.gz43_258050 


F 


M00055005A:C07 


UC2-CoIonMetLiver 


3869 


559676 


2008.E02.gz43_258051 


F 


M00055006A:D01 


UC2-ColonMetLiver 


3870 


557308 


2008J02.gz43_258056 


F 


M00055011B:F09 


UC2-ColonMetLiver j 


3871 


549723 


2008.N02.gz43_258060 


F 


M00055016D:C11 


UC2-ColonMetLiver 


3872 


549912 


2008.B03.gz43_258064 


F 


M00055002B:E07 


UC2-ColonMetLiver 


3873 


551444 


2008.G03.gz43_258069 


F 


M00055008C:F09 


UC2-ColonMetLiver 


3874 


557240 


2008.P03.gz43_258078 


F 


M000550I9B:H10 


UC2-CoIonMetLiver 


3875 


559011 


2008.C04.gz43_258081 


F 


M00055003C:E08 


UC2-ColonMetLiver 


3876 


555701 


2008.D04.gz43_258082 


F 


M00055005A.E02 


UC2-ColonMetLiver 


3877 


556115 


2008.P04.gz43_258094 


F 


M00055019C:C01 


UC2-ColonMetLiver 


3878 


556042 


2008.B05.gz43_258096 


F 


M00055002B:G03 


UC2-ColonMetLiver ! 


3879 


558212 


2008.E05.gz43__258099 


F 


M00055006B:A09 


UC2-ColonMetLiver 


3880 


554932 


2008.G05.gz43_258101 


F 


M00055008C:H10 


UC2-ColonMetLiver 


3881 


548858 


2008J05.gz43_258104 


F 


M00055011C:E04 


UC2-ColonMetLiver 


3882 


605117 


2008.L05.gz43_258106 


F 


M00055014B:E08 


UC2-ColonMetLiver 


3883 


560525 


2008.M05.gz43_258107 


F 


M00055015D:C09 


UC2-ColonMetLiver 


3884 


597780 


2008J06.gz43_258119 


F 


M00055010C:C10 


UC2-ColonMetLiver 


3885 


411113 


2008.N06.gz43__258124 


F 


M00055017A:A11 


UC2-ColonMetLiver 


3886 


552674 


2008.E07.gz43_258131 


F 


M00055006B.C08 


UC2-ColonMetLiver 


3887 


495942 


2008.O07.gz43_258141 


F 


M00055018C:C06 


UC2-ColonMetLiver 


3888 


34381 


2008.F08.gz43_258148 


F 


M00055007C:D01 


UC2-ColonMetLiver 


3889 


549195 


2008.H08.gz43_258150 


F 


M00055009C:F06 


UC2-ColonMetLiver 


3890 


554084 


2008.L08.gz43_258154 


F 


M00055014C:F05 


UC2-ColonMetLiver 


3891 


557121 


2008.P08.gz43J258158 


F 


M00055019C:G06 


UC2-ColonMetLiver 


3892 


554693 


2008.A09.gz43^258159 


F 


M00055001A:G05 


UC2-ColonMetLiver 


3893 


134237 


2008.C09.gz43_258161 


F 


M00055003D:F09 


UC2-ColonMetLiver 


3894 


594994 


2008.H09.gz43_258166 


F 


M00055009C.-F07 


UC2-ColonMetLiver 


3895 


555371 


2008.109.gz43_258167 


F 


M00055010D:A02 


UC2-ColonMetLiver 


3896 


347057 


2008.E10.gz43_258179 


F 


M00055006B:E05 


UC2-ColonMctLiver 


3897 


558378 


2008.H10.gz43_258182 


F 


M00055009D:D12 


UC2-ColonMetLiver 


3898 


497086 


2008 .K10.gz43_258 185 


F 


M000550.13B:B07 


UC2-ColonMetLiver 


3899 


554379 


2008. Bll.gz43_258 192 


F 


M00055002D:A07 


UC2-ColonMetLiver 


jyuu 


451118 


2008.L1 l.gz43_258202 


F 


M000550I4D:A11 


UC2-ColonMetLiver 


3901 


557059 


2008.Mll.gz43_258203 


F 


M00055015D:G05 


UC2-ColonMetLiver 


3902 


604179 


2008.01 l.gz43_258205 


F 


M00055018D:D01 


UC2-ColonMetLiver 


3903 


556487 


2008.Pll.gz43_258206 


F 


M00055019D:B02 


UC2-ColonMetLiver 


3904 


562550 


2008.B12.gz43_258208 


F 


M00055002D.E04 


UC2-CoIonMetLiver 


3905 


556530 


2008.L12.gz43_258218 


F 


M00055015A:C08 


UC2-ColonMetLiver 


3906 


524897 


2008.O12.gz43_258221 


F 


M00055018D:E05 


UC2-CoIonMetLiver 
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Table 2 



ID 

JNU 


CLUSTER 


SEQ NAME 


OKIE 
NT 


CLONE ID 


LIBRARY 


3907 


480960 


2008.F13.gz43_258228 


F 


M00055007D:D11 


UC2-ColonMetLiver 


3908 


560563 


2008.G13.gz43_258229 


F 


M00055008D:F05 


UC2-CoIonMetLiver 


3909 


555512 


2008. 113. gz43^258231 


F 


M00055010D:D08 


UC2-ColonMetLiver 


3910 


143218 


2O08.L13.gz43_258234 


F 


M00055015A:E04 


UC2-ColonMetLiver 


3911 


556616 


2008.N13.gz43_258236 


F 


M00055017C:C12 


UC2-ColonMetLiver 


3912 


552613 


2008.A14.gz43_258239 


F 


M00055001B:H05 


UC2-ColonMetLiver 


3913 


555658 


2008.114.gz43_258247 


F 


M00055010D:E08 


UC2-ColonMetLiver 


3914 


516018 


2008.K14.gz43_258249 


F 


M00055013B:H01 


UC2-ColonMetLiver 


3915 


604859 


2008.M14.gz43_258251 


F 


M00055016A:E04 


UC2-ColonMetLiver 


3916 


553967 


2008.A15.gz43_258255 


F 


M00055001C:A11 


UC2-ColonMetLiver 


3917 


600021 


2008.115.gz43_258263 


F 


M00055010D:F11 


UC2-ColonMetLiver 


3918 


437580 


2008.B16.gz43_258272 


F 


M00055003AD11 


UC2-ColonMetLivea: 


3919 


556616 


2008.D16.gz43_258274 


F 


M00055005C.G04 


UC2-ColonMetLiver 


3920 


551268 


2008.01 6.gz43_258285 


F 


M00055018D:H03 


UC2-ColonMetLiver 


3921 


335714 


2008.A17.gz43_258287 


F 


M00055001C:C10 


UC2-ColonMetLiver 


3922 


460445 


2008.D17.gz43_258290 


F 


M00055005D.B08 


UC2-ColonMetLiver 


3923 


362109 


2008.117.gz43_258295 


F 


M00055011A:B11 


UC2-Co]onMetLiv«a- 


3924 


556320 


2008.J17.gz43_258296 


F 


M00055012B:A10 


UC2-ColonMetLiver 


3925 


931 


2008.L17.gz43_258298 


F 


M00055015B:A04 


UC2-ColonMetLiver 


3926 


494300 


2008.M17.gz43_258299 


F 


M00055016B:E02 


UC2-ColonMetLiver 


3927 


453908 


2008.N17.gz43_258300 


F 


M00055017D-.D05 


UC2-ColonMetLiver 


3928 


549690 


2008.A18.gz43_258303 


F 


M00055001C:G07 


UC2-ColonMetLiver 


3929 


555949 


2008.B18.gz43_258304 


F 


M00055003A:G04 


UC2-ColonMetLiver 


3930 


555289 


2008.D18.gz43_258306 


F 


M00055005D:C11 


UC2-ColonMetLiver 


3931 


550497 


2O08.F18.gz43_258308 


F 


M00055008B-.E08 


UC2-ColonMetLiver 


3932 


559464 


2O08.I18.gz43_258311 


F 


M00055011A:C06 


UC2-ColonMetLiver 


3933 


601219 


2008.B19.gz43_258320 


F 


M00055003A:H01 


UC2-ColonMetLiver 


3934 


522762 


2008.F19.gz43_258324 


F 


M00055008B:F03 


UC2-ColonMetLiver 


3935 


558530 


2008.F20.gz43_258340 


F 


M00055008B:F04 


UC2-ColonMetLiver 


3936 


551656 


2008.H20.gz43_258342 


F 


M00055010A.H05 


UC2-ColonMetLiver 


3937 


554245 


2O08.N2O.gz43_258348 


F 


M00055017D:E08 


UC2-ColonMetLiver 


3938 


562142 


2008.P20.gz43_258350 


F 


M00055020A:G11 


UC2-ColonMetLiver 


3939 


555639 


2O08.B21.gz43_258352 


F 


M00055003B:E07 


UC2-ColonMetLiver 


3940 


388688 


2008.121. gz43_258359 


F 


M00055011A.F06 


UC2-ColonMetLiver 


3941 


476438 


2008J21.gz43_258360 


F 


M00055012B:H12 


UC2-ColonMetLiver 


3942 


560097 


2O08.L21.gz43_258362 


F 


M00055015B:E09 


UC2-.ColonMetLiver 


3943 


557308 


2O08.M21.gz43_258363 


F 


M00055016C:G04 


UC2-ColonMetLiver 


3944 


553523 


2O08.D22.gz43_25837O 


F 


M00055005D:G04 


Vd'CohnMetLivoT 


3945 


460169 


2008.H22.gz43_258374 


F 


MO0055010B:AO6 


UC2-ColonMetLiver 


3946 


558744 


2008.B23.gz43_258384 


F 


M00055003B:G11 


UC2-ColonMetLiver 


3947 


495984 


2008.123.gz43_258391 


F 


M00055011A:G12 


UC2-ColonMetLiver 


3948 


497513 


2O08.H24.gz43_2584O6 


F 


M00055010B:C11 


UC2-ColonMetLiver 
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BNSDOC1D: <WO 0214500A2J„> 



WO 02/14500 



PCT7US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTEI 


SEQ NAME 


ORIE 
NT 


CLONE TD 


T TRT> A PV 


3949 


557910 


2017R09o743 95R434 


r 


MUUUjjUZUJLIUjUo 


UC2-ColonMetLiver 


3950 


557603 


7017 T09 076A 958441 


r 


MUUUDjUZyCUUj 


U Cz-ColonMetLiver 


3951 


523495 


9017 M03 a743 9551461 

/ .mUj.gZ*t,3__Z.7O40I 


p 
r 


\A AA A< < A9 y!"D ./^ A/I 

M UUU j j U34jd .CjU4 


UC2-ColonMetLiver 


3952 


390017 

jy\j\j i / 


9017 PA4 0743 958477 
zui / .ii.u4.gZ4,j_zjo4 /z 


r 


MUUU j J Uz oC :UU5 


UC2-ColonMetLiver 


3953 


610986 

U1V70U 


9017 R05 oy43 958489 
ZUl / .DUD.gZ*f j__ZJ04-oZ 


P 

r 


\yfAAA<CA01 A .XTAO 

MUUUj3UZlA:rUo 


UC2-ColonMetLiver 


3954 


J»J loot 


901 7 F05 cr-743 958485 
ZUl /.J2UJ.gZ43_ZJo4o.> 


p 
r 


\ A A A A C C AO A T\ . T7 An 

MUUU3 5 Uz4D :bU9 


UC2-ColonMetLiver 


3Q55 




onn pn^ (Y7/iQ 9585ai 

ZUI /.CU0.gZ4,3_ZDo3UI 


p 
r 


M0U055024D:F07 


TT/1A At 1 

UC2-ColonMetLiver 




3991 93 


901 7 PAA rt<»/13 9585A9 

ZUI /.rU0.gZ4j_ZjoDUz 


p 
r 


\>fAAACCAO/T A .PAO 

MU0055026A:G08 


UC2-ColonMetLiver 


jyj / 


jjOZjo 




i? 
r 


M00055028D:A08 


UC2-ColonMetLiver 


D yJO 


^£1970 

Doiz/y 


ZUl /.KUo,gZ43 ZOo3U7 


F 


\*AAAtrA'>'M^ r\A O 

M00055032B:D08 


UC2-ColonMetLiver 


J7J7 




ZUl /.cU/.gZ43_ZJOJ I / 


r 


XiTAAAfiA^iirk f**r\r\ 

M00055024D:G09 


UC2-ColonMetLiver 


jyou 




ZUI / .UUo.gZ4J_z5oj3z 


F 


M00055023C:G1 1 


UC2-ColonMetLiver 


J70X 


DD 1 1 DO 


ZUI / JU6.gz4i_zjo5io 


F 


M00055031B:E05 


UC2-ColonMetLiver 


jyoz 


jjOojZ 


ZUI / .fNUy.gz4i_zjo5jo 


F 


M00055035D:E07 


UC2-ColonMetLiver 


jyOj 


3D /U4y 


zUl 7. DlU.gz43_25S5o4 


F 


M00055023D:G02 


UC2-ColonMetLiver - 




^£A9<a 
DuUZDU 


zU17.blU.gz43_258565 


F 


M00055025A:D11 


UC2-ColonMetLiver 


^yoD 


OoUZy4 


zU17.Hlu.gz43_258568 


F 


M00055028D:E10 


UC2-ColonMetLiver 


jyoo 


/i o i a 


zU17.Ull.gz43_258580 


F 


M00055024A:B04 


UC2-ColonMetLiver 


jyO/ 




zU17.bll.gz43_258581 


F 


M00055025B:A03 


UC2-ColonMetLiver 




DoUoZl 


2U17.Jil l.gz43_258584 


F 


M00055029A:A02 


UC2-ColonMetLiver 


3 GAG 

jyoy 


D4y.>yy 


OA1TT11 ^.-./i O ocococ 

zU 1 7 .1 1 1 .gz43_25 8585 


F 


M0005503 OB :E03 


UC2-ColonMetLiver 


oy /u 


D~oUU4 


zUl / .Jll.gz4i_zjoDoo 


F 


H JfAAA^T AO in TTAfl 

M00055031B:H08 


UC2-ColonMetLrver 


3071 

jy / 1 


Dozjyu 


9A1T T 19 r+-*A 1 OCQiCA/1 

ZUI /.JLlZ.gZ4j__Z3c>oU4 


F 


"» ifAAACCA^ ol~> ,TTA 1 

M00055033B:HOl 


UC2-ColonMetLiver 


3077 
jy /Z 


jjo /33 


ZUI /.IN IZ.gz4j_ZD<5oUo 


T7 

r 


\ /TAAArffAOf n.rAA 

M0U055035D:F09 


UC2-CoIonMetLiver 


3073 

jy / j 




9A1 7 A/fl Q t+**A1 0<O/C71 

ZUI / .Ml J.gZ4J_ZDoDZl 


r 


MuU055034D:A10 


UC2-ColonMetLiver ! 


3074 

J7 /** 


HDUUDy 


ZUI /.Ui4.gZ4^_ZDoOZO 


r 


"\yff\AACCA1 ID.r'AA 


UC2-ColonMetLiver 


307^ 
jy I D 


<<7^<1 
3 J JDJD 


zUl / .L14.gz43_Z3ooz7 


F 


M00055022C:B12 


UC2-ColonMetLiver 


3Q7£ 
jy /O 


30U5yo 


ZUI /.tll4.gZ43_Zjoozo 


F 


> /f AAATCAA /I A . /^/\*7 

MOO 05 5 024 A: C07 


UC2-CoIonMetLiver 


3 077 
Oy 1 1 


yiri OCA 


ZUI /.n4.gZ43_Z>ooJJ 


F 


H JTAAAf CA^ATi.TTAI 

M00055030B;H07 


UC2-ColonMetLiver 


3078 
jy i o 


3jZo4o 


9A17 Tl/1 n*,A1 9<Q/CO/l 
ZUI / .J I4.gZ43_ZJ0034 


u 
r 


MU0U5503 1C:B1 1 


UC2-ColonMetLiver 


3070 
Jy t y 


5595*01 

jjzoyi 


9A1 7 PI A /»«»yl9 9CO/C/JO 
ZUI / .rl0.gZ4j_ZJoOOZ 


17 

r 


MUUU5 5 UZ6C :b07 


UC2-ColonMetLiver 


jyoKJ 


4.} 44 OJ 


ZUI /AJl0.gZ43_Z3o003 


17 

F 


MUU055027D:E08 


^ UC2-ColonMetLiver 


3Q81 

J70 1 


DUoO / 1 


ZUI / .Ulo.gZ43_ZDoOyZ 


u 
r 


TV A AAACC. AO /I'D. 17 AO 

MUUU->DUz4b:b02 


UCz-CoIonMetLiver 


3QR9 


4561 R3 


ZUI / .IN 15. gZ43_ZD o /UZ 


U 

r 


MUUU j 3 U3 oAlrl 1 0 


UC2-ColoiiMetLiver 


3QR3 


55757ft 
J J i J Jo 


7nn Aifi 7^c7na 
ZUl /.^lo.gZ43_Z3o 


r 


MUUUDDUJ /ClUUl 


UC2-ColonMetLiver 


3984 


561868 


2017D19ez43 258708 


P 

X 


M000*5SO94R*FO^ 


U V/Z "V^OlOIliVlclljl vcr 


3985 


556856 


2017.F19.gz43_258710 


F 


M00055026D.E12 


UC2-ColonMetLiver 


3986 


557010 


2017X19.gz43 258716 


F 


M00055033D:D03 


UC2-ColonMetLiver | 


3987 


529356 


2017.D21.gz43 258740 


F 


M00055024B:E06 


UC2-ColonMetLiver 


3988 


557883 


2017X21. gz43_258748 


F 


M00055033D:G01 


UC2-ColonMetLiver 


3989 


549114 


2017.B22.gz43 258754 


F 


M00055021D:F06 


UC2-CoIonMetLiver 


3990 


556933 


2017.D22.gz43 258756 


F 


M00055024B:F02 


UC2-ColonMetLiver 
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BNSDOCID: <WO 0214500A2_I_> 



WO 02/14500 



PCT/US01/25840 



Table 2 





LLCS 1 fcF 


CCA XT W/TC 


nvrp 

\JJ\1C, 

XJT 


LLONb ID 


LIBRARY 


3991 


494314 


2017.F22.gz43__258758 


F 


M00055027A:E04 


UC2-ColonMetLiver 


3992 


408586 


2017.M22.gz43_258765 


F 


M00055035B:D11 


UC2-ColonMetLiver 


3993 


460078 


2017.L23.gz43_258780 


F 


M00055034A:G01 


UC2-ColonMetLiver 


3994 


561836 


2017.N23.gz43_258782 


F 


M00055036B:H02 


UC2-ColonMetLiver 


3995 


558185 


2043 .D03 .gz43_25 9228 


F 


M00055222D:B11 


UC2-ColonMetLiver 


3996 


550632 


2043 .F03 .gz43_25 923 0 


F 


M00055225C:E08 


UC2-ColonMetLiver 


3997 


551677 


2043J03.gz43_259234 


F 


M00055230A:H01 


UC2-ColonMetLiver 


3998 


451720 


2043.N03.gz43J259238 


F 


M00055236C:E05 


UC2-ColonMetLiver 


3999 


559447 


2043. LOS .gz43_259268 


F 


M00055233C:F09 


UC2-ColonMetLiver 


4000 


558230 


2043.P05.gz43J59272 


F 


M00055239B:C05 


• UC2-ColonMetLiver 


4001 


554627 


2043.A06.gz43_259273 


F 


M00055219B:B04 


UC2-ColonMetLiver 


4002 


558422 


2043.N06.gz43_259286 


F 


M00055236D:E04 


UC2-ColonMetLiver 


4003 


558679 


2043.G08.gz43_259311 


F 


M00055226C:H05 


UC2-ColonMetLiver 


4004 


491240 


2043.F09.gz43J259326 


F 


M00055225D:G11 


UC2-ColonMetLiver 


4005 


550815 


2043.H09.gz43_259328 


F 


M00055227C:D02 


UC2-ColonMetLiver 


4006 


481362 


2043.P10.gz43_259352 


F 


M00055239C:F08 


UC2-ColonMetLiver 


4007 


467710 


2043.Cll.gz43_259355 


F 


M00O55221D.H08 


UC2-ColonMetLiver 


4008 


557965 


2043.B12.gz43_259370 


F 


M00055220D:G07 


UC2-ColonMetiLiver 


4009 


380127 


2043.C12.gz43_259371 


F 


M00055222A:A06 


UC2-ColonMetLiver 


4010 


374281 


2043.M12.gz43_259381 


F 


M00055235B:C01 


UC2-ColonMetLiver 


4011 


464067 


2043,C13.gz43_259387 


F 


M00055222A:C08 


UC2~ColonMetLiver 


4012 


552521 


2043.D13.gz43_259388 


F 


M00055223B:C04 


UC2-ColonMetLiver 


4013 


552019 


2043.P13.gz43_259400 


F 


M00055239D:C01 


UC2-ColonMetLiver 


4014 


556790 


2043.A14.gz43_259401 


F 


M00055219C:C10 


UC2-ColonMetLiver 


4015 


557411 


2043.K14.gz43_259411 


F 


M00055232C:D04 


UC2-ColonMetLiver 


4016 


378459 


2043.L15.gz43J259428 


F 


M00055233D:G11 


UC2-ColonMetLiver 


4017 


550571 


2043.H16.gz43_259440 


F 


M00055227D:E07 


UC2-ColonMetLiver 


4018 


557676 


2043 .P16.gz43_25 9448 


F 


M00055239D:G04 


UC2-ColonMetLiver 


4019 


558652 


2043.A17.gz43_259449 


F 


M00055219C:H06 


UC2-CoJonMetLiver 


4020 


559053 


2043.117.gz43_259457 


F 


M00055229C:D01 


UC2-ColonMetLiver 


4021 


552086 


2043.C18.gz43_259467 


F 


M00055222B:A01 


UC2-ColonMetLiver 


4022 


552430 


2043.L18.gz43_259476 


F 


M00055234A:G12 


UC2-ColonMetLiver 


4023 


562317 


2043.P19.gz43_259496 


F 


M00055240A:B07 


UC2-ColonMetLiver 


4024 


543540 


2043J22,gz43_259537 


F 


M00055229D:D07 


UC2-ColonMetLiver 


4025 


489275 


2043.F23.gz43_259550 


F 


M00055226C.A11 


UC2-ColonMetLiver 


4026 


450193 


2043.M23.gz43_259557 


r 




u -uoionMeuLivor 


4027 


557656 


2043.O23.gz43_259559 


F 


M00055238D:D10 


UC2-ColonMetLiver 


4028 


559764 


2043.D24.gz43_259564 


F 


M00055223D:H03 


UC2-CoIonMetLiver 


4029 


560717 


2043.E24.gz43_259565 


F 


M00055225B:H01 


UC2-CoIonMetLiver 


4030 


552249 


2043.P24.gz43_259576 


F 


M00055240B:E12 


UC2-ColonMetLiver 


4031 


556829 


2044.G02.gz43_259603 


F 


M00055248D-.B12 


UC2-ColonMetLiver 


4032 


558093 


2044.A03.gz43_259613 


F 


M00055240C.A03 


UC2-ColonMetLiver 
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" BNSD0CID:<WO_0214500A2J_> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4033 


616134 


2044.B03.gz43_259614 


F 


M00055241D:F10 


UC2-ColonMelLiver 


4034 


558355 


2044.E03.gz43_259617 


F 


M00055245D:A04 


UC2-ColonMetLiver 


4035 


558785 


2044.J03.gz43_259622 


F 


M00055252B.D07 


UC2-ColonMetLiver 


4036 


607430 


2044.F04.gz43_259634 


F 


M00055247BA11 


UC2-ColonMetLiver 


4037 


558512 


2044.L04.gz43_259640 


F 


M00055255B:F05 


UC2-ColonMetLiver 


4038 


488574 


2044.N04.gz43_259642 


F 


M00055257DA11 


UC2-ColonMetLiver 


4039 


558098 


2044.P04.gz43_259644 


F 


M00055260BA05 


UC2-ColonMetLiver 


4040 


557389 


2044.F05.gz43_259650 


F 


M00055247C:B01 


UC2-ColonMetLiver 


4041 


557928 


2044.K05.gz43_259655 


F 


M00055254AE02 


I UC2-ColonMetLiver 


4042 


551305 


2044.E06.gz43_259665 


F 


M00055245D:D01 


UC2-ColonMetLiver 


4043 


504415 


2044.H06.gz43_259668 


F 


M00055250BA05 


UC2-ColonMetLiver 


4044 


549052 


2044.106.gz43_259669 


F 


M00055251C:DOl 


UC2-ColonMetLiver 


4045 


138927 


2044.O06.gz43_259675 


F 


M00055259AG06 


UC2-ColonMetLiver 


4046 


554246 


2044.N07.gz43_259690 


F 


M00055257D:E02 


UC2-ColonMetLiver 


4047 


159419 


2044.J08.gz43_259702 


F 


M00055252C-.E02 


UC2-ColonMetLiver 


4048 


460049 


2044.P08.gz43_259708 


F 


M00055260B:H06 


UC2-ColonMetLiver 


4049 


560317 


2044.D09.gz43_259712 


F 


M00055244D:C07 


UC2-ColonMetLiver 


4050 


560317 


2044.E09.gz43_259713 


F 


M00055246A:C01 


UC2-ColonMetLiver 


4051 


552357 


2044.H09.gz43_259716 


F 


M00055250B:GO9 


UC2-ColonMetLiver 


4052 


560144 


2044.P09.gz43_259724 


F 


M00055260CA11 


UC2-ColonMetLiver 


4053 


560669 


2044.E10.gz43_259729 


F 


M00055246AE10 


UC2-ColonMetLiver 


4054 


423884 


2044.N10.gz43_259738 


F 


M00055258AC07 


UC2-ColonMetLiver 


4055 


523732 


2044.11 l.gz43_259749 


F 


M00055251C:H07 


UC2-ColonMetLiver | 


4056 


493359 


2044.Kll.gz43_259751 


F 


M00055254CA06 


UC2-ColonMetLiver 


4057 


560204 


2044.E14.gz43_259793 


F 


M00055246B:C04 


UC2-ColonMetLiver 


4058 


558461 


2044.F14.gz43_259794 


F 


M00055248AF10 


UC2-ColonMetLiver 


4059 


447380 


2044.J14.gz43_259798 


F 


M00055252D:C10 


UC2-ColonMetLiver 


4060 


558559 


2044.O14.gz43_259803 


F 


M00055259B:G11 


UC2-ColonMetLiver 


4061 


450025 


2044.A15.gz43_259805 


F 


M00055241A:C06 


UC2-ColonMetLiver 


4062 


484086 


2044.E15.gz43_259809 


F 


M00055246B:D10 


UC2-ColonMetLiver 


4063 


558861 


2044.K15.gz43_259815 


F 


M00055254D:B10 


UC2-ColonMetLiver 


4064 


486787 


2044.C16.gz43^259823 


F 


M00055243D:C06 


UC2-ColonMetLiver 


4065 


562256 


2044.L16.gz43_259832 


F 


M00055256A:D12 


UC2-ColonMetLiver 


4066 


561579 


2044.E17.gz43_259841 


F 


M00055246C:F08 


UC2-ColonMetLiver 


4067 


560205 


2044.J17.gz43_259846 


F 


M00055253A:C07 


UC2-ColonMetLiver 


4068 


558134 


2044.M17.gz43_259849 


F 


M00055257B:B10 


UC2-ColonMetLiver 


4069 


488143 


2044.H18.gz43_259860 


F 


M00055251A:B09 


UC2-ColonMetLiver 


4070 


500737 


2044.118.gz43_259861 


F 


M00055251D.H11 


UC2-ColonMetLiver 


4071 


238121 


2044.C20.gz43_259887 


F 


M00055244A:C06 


UC2-ColonMetLiver 


4072 


629002 


2044.D20.gz43_259888 


F 


M00055245B:H01 


UC2-ColonMetLiver 


4073 


562256 


2044.L21.gz43_259912 


F 


M00055256B:C07 


UC2-ColonMetLiver 


4074 


541784 


2044.B22.gz43_259918 


F 


M00055242D:E02 


UC2-ColonMetLiver 



169 



BNSDOCID: <WO 021 4500 A2_l_> 



WO 02/14500 



PCTAJS01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEO NAME 


ORE 
NT 




T TRRARY 






OHAA TY39 niA'X 95O00A 

ZU4*f . i/ZZ .gz*t j_z o y yzu 


r 


\ Jf A A A < <S 0 < « n Ayl 
MUUU0DZ4jC.L?U4 


ucz-coionMetLiver 


4U/0 


jjj34U 


OA/1/1 "COO rvrr/IO O<nAO0 

ZU44 .r ZZ.gZ4i_Z jyyZZ 


r 


AyfAAAC^0/10/^»'D1 1 

MUUU55Z4oU.iJl 1 


ULi-CJolonMetLiver 


A AT7 

40// 




zU44.Cjzz.gz4J_2599z3 


r 


\*AAAr < A/l A/^.T> 1 O 

M00U55249O:B 1 2 


UL2-LolonMetLiver 


4078 


AC\A 1 1C\ 

494130 


*)f\AA "VIA „„/IO TCflOCft 

2U44*K24 .gz43_2599 59 


r 


MAAA«0<4 A .ri 1 

M00055255A:r 1 1 


UL2-LolonMetLiver 


4079 


ccay>ao 

557928 


2044X24 .gz43_259960 


F 


M00055256B:Gu5 


UC2-CoIoriMetLiver 


ADA 

4080 


559321 


2 053. KO 1 .gz43 259984 


F 


M00055272D:E04 


U C2 -CoIonMetLiver 


A AO 1 

4081 


34381 


»snc^ T7AA Afi A CAAA4 

2053.E02.gz43_259994 


F 


AjTAAACO^C a ,AA1 

M0005 5265 A.uO 1 


UC2-ColonMetLiver 


4082 


556447 


2053.H02.gz43J259997 


F 


M00055268B:D12 


UC2-ColonMetLiver 


4083 


555564 


2053 .E03 .gz43_2600 10 


F 


M00055265A:G07 


UC2-ColonMetLiver 


A AO A 

4084 


C C M /'A 

558360 


aap X AA vl A ^^AAIO 

205 3 .M03 .gz43 J2600 1 8 


F 


X lAAAC CA*?CTJ .T TA/T 

M00055275B:H0o 


UC2-ColonMetLiver 


4085 


558120 


AAci nnc jia ozaa*5A 

2053.B05.gz43_260039 


F 


Tk/TAAAC^A/TATi. All 

M00055262B:AH 


UC2-ColonMetLiver 


4086 


511276 


2053 . DOS .gz43_26004 1 


F 


UfAAAffA/il A T^AA 

M00055264A:F03 


»TAA 1 X #^i.T * _ 

UC2-ColonMetLiver 


4087 


550074 


AAf O pAf JIA A /"/\ A 4 O 

2053 .F05 .gz43_260043 


F 


M00055266B.C12 


UC2-ColonMetLiver 


4088 


558867 


2053X05 .gz43_260049 


F 


M00055274C:C06 


UC2-CoIonMetLiver 


4089 


555564 


2053.N05.gz43_26005 1 


F 


M00055277D.A02 


UC2-CoJoiiMetLjver 


4090 


551798 


2053 .005 .gz43_260052 


F 


M00055279A:E03 


¥ TAl i * m • _ 

UC2-ColonMetLiver 


4091 


556019 


2053 .D08 .gz43_260089 


F 


TkiTAAAfrOZ/m PA/" 

M00055264B:E06 


UC2-ColonMetLiver 


4092 


480960 


2053.009 .gz43_2601 16 


F 


M00055279B:D02 


UC2-ColonMetLiver 


4093 


478087 


2053.C10.gz43_260120 


F 


*/rnAAf co/tA t^aa 

M00055263C:D02 


UC2 -ColonMetLiver 


4094 


450507 


AA£*A T% 1 A ill ^/"A1^1 

2053.D10.gz43J260121 


F 


X fAAACf A/ vITi T T 1 A 

M00055264B-.H12 


UC2-ColonMetLiver 


4095 


512721 


AAf 1 T"* 1 A /( O r\/ A1 A A 

2053.El0.gz43_260l22 


F 


M00055265C:A04 


uC2-ColonMetLiver 


4096 


558052 


205 3 .B 1 1 .gz43 J260 135 


F 


X K f\f\f\C CO/A /^i . r)AO 

M00055262L:B08 


UC2-LolonMetLiver 


4097 


550863 


2053.A12.gz43_260150 


F 


x a AAACf Ay m.no 

M0005526 1 B:G 12 


TTi^A 0-.1—»X #«aT 1..-^. 


4098 


560957 


AAf A T 1 A A O A/*A1/"1 

2053 XI 2 .gz43_260 16 1 


F 


X iTAAAC C AT >IT™V All 

M00055274D:A1 1 


TT/A/"\ 0^1^-_X K~XX ^_ 

U L2 -LolonMetLiver 


4099 


560621 


ryf\£ O I 11 A ill A/Al / A 

2053.M12.gz43__260162 


F 


X IAAAC e A A > £TV.'C 1 A 

M00055275D.E12 


uL2-ColonMetLiver 


4100 


450242 


AA^A y*^ 1 A A A A/AI/O 

2053 .C 1 3 .gz43_260168 


F 


X f AAnCCA/O A.T1 A 

M00055263C:Fl0 


UC2-ColonMetLiver 


4101 


446557 


2053 . B 1 4 .gz43_260 1 83 


F 


M00055262C:F05 


UC2-CoIonMetLiver 


4102 


560678 


2053.El4.gz43J260l86 


F 


M00055265C:E0l 


UC2-ColonMetLiver 


4103 


557561 


205 3 .F 1 4 .gz43_260 1 87 


F 


1 Jf AAAC £A/ZTV PAA 

M00055266D.C09 


UC2-ColonMetLiver 


4104 


505858 


A/\£?A 1 ^ _ j| A A^AAAA 

2053 .C 1 5 .gz43_260200 


T"» 

F 


X A A A AC C A / A .AAA 

M00055263C:G09 


TTAA /^^l^—X /T«*T mum. 

UC2-LolonMetLiver 


4105 


557561 


ryr\c^ rif A "J A^AAAA 

205 3 .E 1 5 .gz43_260202 


F 


M00055265C:rOl 


T TflA /^^I^—X /Ta+T »ia» 

U C2-CoioiiMetLiver 


4106 


448450 


r\/-v^o TT1 f _ y|0 A^AAAC 

2053 .H 1 5 .gz43 260205 


F 


M00055268D:CjO9 


^ UL2-LolonMetLiver 


4107 


475578 


2053.115.gz43_260206 


F 


X yf AAACf A TAT\.DAC 

M00055270D:BU5 


u L2-CoIonMetLiver 


4108 


549052 


2053X15.gz43_260209 


F 


M00055274D:B10 


UC2-ColonMetLiver 


4109 


562871 


2053 .M 1 5 .gz43_2602 1 0 


F 


x jtaAac c otcta.uao 

M00055275D.H08 


UC2-ColonMetLiver 


A\ 1f\ 


D JOZ03 


OfK'3 Tift <tt4Q 9^09^7 








4111 


560538 


2053.01 8.gz43_260260 


F 


M00055280A:C09 


UC2-ColonMetLiver 


4112 


554000 


2053.C19.gz43_260264 


F 


M00055263D:C03 


UC2-ColonMetLiver 


4113 


128962 


2053.A20.gz43_260278 


F 


M00055261D.D09 


UC2-ColonMetLiver 


4114 


560278 


2053.M20.gz43J260290 


F 


M00055276B:C09 


i UC2-CoIonMetLiver 


4115 


420892 


2053.F21.gz43_260299 


F 


M00055267A:D01 


UC2-ColonMetLiver 


4116 


558513 


2053.P21.gz43^260309 


F 


M00055281A-.F08 


UC2-ColonMetLiver 
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BNSDOCID: <W0 0214500A2_I_> 



WO 02/14500 
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Table 2 



SEQ 
ID 

NO 


CLUSTEI 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4117 


511847 


2053.F22.gz43 260315 


F 


M00055267A:G11 


UC2-ColonMetLiver 


4118 


481958 


2053.P22.gz43_260325 


F 


M00055281B:D04 


UC2-ColonMetLiver 


4119 


561666 


2053.F24.gz43 260347 


F 


M00055267B:B06 


UC2-ColonMetLiver 1 


4120 


553665 


2053.I24.gz43 260350 


F 


M00055271B:C01 


: UC2-ColonMetLiver 


4121 


643513 


1669.A01.gz43 260687 


F 


M00055651C:F07 


UC2-NormColon 


4122 


641658 


1669.J01.gz43_260696 


F 


M00055663A:H10 


1 UC2-NormCoIon 


4123 


639752 


1669.M01.gz43_260699 


F 


M00055667B:C08 


UC2-NormColon 


4124 


518569 


1669.P01.gz43 260702 


F 


M00055671A:H03 


UC2-NormColon 


4125 


642068 


1669.N02.gz43_260716 


F 


M00055668C:A04 


UC2 -Norm Pnlnn 


4126 


639743 


1669.O02.gz43 260717 


F 


M00055669D:B08 


IJP2-NorrnPn1rm 


4127 


642230 


1669.P03.gz43 260734 


F 


M00055671B:B02 


UC2-Norrn Pnlnn 


4128 


447585 


1669.I04.gz43 260743 


F 


M00055662BF11 


T TP? -Nnrm Pnl nn 


4129 


640078 


1669.J04.gz43 260744 


F 


M00055663B:E02 


UP2-NnrmPn1n« 


4130 


647333 


1669.B06.gz43 260768 


F 


M00055653B:C03 


I IP? -Nnrm Pnlnn 


4131 


472226 


1669.C06.gz43_260769 


F 


M00055654B-G09 


I IP? .Nnrm Pnl nn 


4132 


455778 


1669.H06.gz43_260774 


F 


M00055661BE07 


I IP? -Norm Polnn 


4133 


523875 


1669.107.gz43_260791 


F 


M00055662OC11 




4134 


658271 


1 669J07.gz43_260792 


F 


M00055663CD05 


T TP ? -Nnrm Pnl nn 


4135 


465104 


1669.K07.gz43_260793 


F 


M00055665BB10 


T IP? -Nnrm CrArm 


4136 


648352 


1669.O07.gz43_260797 


F 


M00055670A-B04 


T IP ? -Nnrm Pnl nn 


4137 


641469 


1669.C08.gz43_260801 


F 


M00055654C:A05 


I JP2-Norm Pnlnn 


4138 


450883 


1669.E08.gz43_260803 


F 


M00055657A.B04 


1 IP2 -NnrmPnlnn 


4139 


638971 


1669.C09.gz43_260817 


F 


M00055654C:C10 


lJP2-NnrrnPnlnn 


4140 


641379 


1669.109.gz43_260823 


F 


M00055662C:D12 


UP2-NnrmPnlnn 


4141 


618998 


1669.A10.gz43 260831 


F 


M00055652B:B11 


IIP2-NnrmPn1nn 


4142 


644971 


1669.B10.gz43_260832 


F 


M00055653B:G01 


UP2-NnrmPnlnn 


4143 


556488 


1669.C10.gz43_260833 


F 


M00055654C:D03 


UP2-NormPn1nn 


4144 


452687 


1669.G10.gz43_260837 


F 


M00055660A:A06 


UP2-NormPn1nn 


4145 


643909 


1669.J10.gz43_260840 


F 


M00055663D:B05 


UC2-NormPolnn 


4146 


646894 


1669.M10.gz43_260843 


F 


M00055667C:F07 


UC2-NormPolon 


4147 


556750 


1669.N10.gz43_260844 


F 


M00055668D:E11 


UC2-NormCoIon 


4148 


640259 


1669.Bll.gz43_260848 


F 


M00055653B.G11 


UC2-NormColon 


4149 


643804 


1669.Dll.gz43^ 260850 


F 


M00055656A:E09 


UC2-NormColon 


4150 


97909 


1669.Fll.gz43_260852 


F 


M00055659A:A08 


UP2-NormPn1nn 


4151 


503275 


1669.Gll.gz43_260853 


F 


M00055660A:C05 


UC2-NormColon 


4152 


640678 


1669.Lll.gz43 260858 


F 


M00055666B:E06 


UC2-NormColon 


4153 


406734 


1669.A12.gz43_260863 


F 


M00055652B:F12 


UC2-NormColon 


4154 


643563 


1669.G12.gz43_260869 


F 


M00055660A:C08 


UC2-NormColon 


4155 


658447 


1669.H12.gz43_260870 


F 


M00055661C:E11 


UC2-NormColon 


4156 


446188 


1669!12.gz43_260871 


F 


M00055662C:H06 


UC2-NormCoIon 


4157 


603857 


1669.L12.gz43_260874 


F 


MQ0055666C:Cll 


UC2-NormCoIon 


4158 


561894 


1669.M12.gz43 260875 


F 


M00055667D:B01 


UC2-NormColon 
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BNSDOCID: <W0 0214S0OA2_L> 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


4159 


639596 


1669.11 5.gz43_2609 19 


F 


M00055662D:A09 


UC2-NormCoIon 


4160 


589483 


1669.G17.gz43_260949 


F 


M00055660B-.H02 


UC2-NormColon 


4161 


639665 


1669.117.gz43_260951 


F 


M00055662D:B07 


UC2-NormColon 


4162 


641683 


1669.O17.gz43_260957 


F 


M00055670D:F02 


UC2-NormColon 


4163 


642111 


1669.C18.gz43_260961 


F 


M00055655A:A09 


UC2-NormColon 


4164 


640179 


1669.K18.gz43_260969 


F 


M00055665D:F11 


UC2-NormColon 


4165 


648352 


1669.N18.gz43_260972 


F 


M00055669B:G02 


UC2-NormColcm 


4166 


640018 


1669.120.gz43_260999 


F 


M00055662D.E05 


UC2-NormColon \ 


4167 


642332 


1669.L20.gz43_261002 


F 


M00055667A.B12 


UC2-NormColon 


4168 


639706 


1669.F21.gz43_261012 


F 


M00055659C:B10 


UC2-NonnColon 


4169 


642411 


1669.C22.gz43_261025 


F 


M00055655B.B08 


UC2-NonnColon 


4170 


641091 


1669.122.gz43_261031 


F 


M00055663A.B02 


UC2-NonnColQn 


4171 


463312 


1669.B23.gz43_261040 


F 


M00055653D.H02 


UC2-NonnColon 


4172 


456561 


1669.L23.gz43_261050 


F 


M00055667A.H10 


UC2-NoreiColon 


4173 


649631 


1669.A24.gz43_261055 


F 


M00055653A.-G08 


UC2-NonnColon 


4174 


639674 


1669.F24.gz43_261060 


F 


M00055659C:D06 


UC2-NonnColon 


4175 


640261 


1669.K4.gz43_261063 


F 


M00055663A:G04 


UC2-NomiCoIon 


4176 


640889 


1670.N03.gz43_261116 


F 


M00055691B:E07 


UC2-NormColon 


4177 


426366 


1670.D05.gz43_261138 


F 


M00055676D:H07 


UC2-NormCoIon 


4178 


643594 


1670.L05.gz43_261146 


F 


M00055687C:F0I 


UC2-NormCoIon 


4179 


446675 


1670.M05.gz43_261147 


F 


M00055689B:F04 


UC2-NormColon 


4180 


640645 


1670.H06.gz43J261158 


F 


M00055683B:D10 


UC2-NormColon 


4181 


645909 


1670.J06.gz43_261160 


F 


M00055685B-.E12 


UC2-NonnColon 


4182 


551287 


1670.K06.gz43_261161 


F 


M00055686B:D03 


UC2-NormColon 


4183 


646638 


1670.N06.gz43_261164 


F 


M00055691C:E02 


UC2-NormColon 


4184 


639805 


1670.B07.gz43_261168 


F 


M00055673D:C01 


UC2-NonnColon 


4185 


640092 


1670.A08.gz43_261183 


F 


M00055672D:F06 


UC2-NoimColon 


4186 


634122 


1670.M08.gz43_261195 


F 


M00055689C:B03 


UC2-NonnColon 


4187 


641618 


1670.G09.gz43_261205 


F 


M00055682C:D06 


UC2-NormColon 


4188 


641287 


1670.L09.gz43_261210 


F 


M00055688A:A02 


UC2-NonnColon 


4189 


557625 


1670.H10.gz43_261222 


F 


M00055683C.A03 


UC2-NormColon 


4190 


599838 


1670.110.gz43_261223 


F 


M00055684B:D06 


UC2-NormColon 


4191 


634122 


1670.M10.gz43_261227 


F 


M00055689C:C03 


UC2-NormColon 


4192 


641726 


1670.K12.gz43_261257 


F 


M00055686D:E04 


UC2-NoimColcm 


4193 


649921 


1670.L12.gz43_261258 


F 


M00055688A:E04 


UC2-NonnColon 


4194 


645431 


1670.P12.gz43_261262 


F 


M00055695D:E01 


UC2-NormColon 


4195 


641728 


1670.K13.gz43_261273 


F 


M00055686D.E10 


UC2-NormColon 


4196 


502609 


1670.N13.gz43_261276 


F 


M00055691D.E04 


UC2-NormColon 


4197 


650673 


1670.C14.gz43_261281 


F 


M00055675D:E04 


UC2-NoimColon 


4198 


644699 


1670.H14.gz43_261286 


F 


M00055683C:D11 


UC2-NorniColon 


4199 


645146 


1670.A16.gz43_261311 


F 


M00055673B:A04 


UC2-NormColon 


4200 


647427 


1670.E17.gz43_261331 


F 


M00055680B-.H04 


UC2-NormColon 
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BNSDOCID: <WO 0214500A2J_> 
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Table 2 



rn 

xXJ 

NO 


nj rTCTUI 
UIjUo 1 xir 


INAMil 


UKlh 

IN I 


CLONE ID 


LIBRARY 


4201 


553921 


1670.H17.gz43_261334 


F 


M00055683C:H11 


UC2-NormColon 


4202 


639469 


1670.A18.gz43 261343 


F 


M00055673B:B08 


UC2-NoimColon 


4203 


359500 


1670.F18.gz43_261348 


F 


M00055681D:F11 


UC2-NomiColon 


4204 


649558 


1670.J18.gz43 261352 


F 


M00055685D:B06 


UC2-NormColcm 


4205 


561920 


1670.N18.gz43_261356 


F 


M00055692A:E05 


UC2-NormColon 


4206 


446242 


1670.C20.gz43_261377 


F 


M00055676B:D05 


UC2-NomiColon 


4207 


645968 


1670.B21.gz43_261392 


F 


M00055674C.E05 


UC2-NomiColon 


4208 


637966 


1670.F22.gz43_261412 


F 


M00055682A:B07 


UC2-NormColon 


4209 


640826 


1670.M22.gz43_261419 


F 


M00055691A:D08 


UC2-NomiColon 


4210 


642321 


1670.D23.gz43_261426 


F 


M00055679B:E03 


UC2-NormColon 


4211 


601137 


1670.123.gz43_261431 


F 


M00055685AE10 


UC2-NormColon 


4212 


416808- 


1670.E24.gz43_261443 


F 


M00055681A:F02 


UC2-NormColon 


4213 


647856 


1670 .124 .gz43_26 1447 


F 


M00055685AF02 


UC2-NormColon 


4214 


554564 


1670.K24.gz43_261449 


F 


M00055687C:B04 


UC2-NoimColon 


4215 


561422 


1671.I07.gz43 261559 


F 


M00055711B:B08 


UC2-NonnColon 


4216 


642288 


1671.P07.gz43_261566 


F 


M00055721B.D08 


UC2-NoimColon 


4217 


642062 


1671.E08.gz43 261571 


F 


M00055704AD09 


UC2-NormColon 


4218 


463368 


1671.K08.gz43_261577 


F 


M00055715AD10 


UC2-NonnColon 


4219 


646028 


1671.D09.gz43_261586 


F 


M00055702C:D01 


UC2-NomiColon 


4220 


478192 


1671.M09.gz43_261595 


F 


M00055718AF01 


UC2-NonnColon 


4221 


640947 


1671.D10.gz43_261602 


F 


M00055702C:F11 


UC2-NormCblon 


4222 


463548 


1671.G10.gz43_261605 


F 


M00055706B:H12 


UC2-NormColon 


4223 


640282 


1671.M10.gz43_261611 


F 


M00055718AH05 


UC2-NonnColon 


4224 


41141 


1671.Bll.gz43_261616 


F 


M00055699C:D02 


UC2-NormColon 


4225 


463368 


1671.11 l.gz43_261623 


F 


M00055711C.A07 


UC2-NonnColon 


4226 


558086 


1671Jll.gz43_261624 


F 


M00055713GF12 


UC2-NomiColon 


4227 


560546 


1671. C12.gz43_26 1633 


F 


M00055701A:B04 


UC2-NormColon 


4228 


551415 


1671.E12.gz43_261635 


F 


M00055704B:C04 


UC2-NonnColon I 


4229 


557710 


1671.N12.gz43_261644 


F 


M00055719AD11 


UC2-NormColon 


4230 


649429 


1671.G14.gz43_261669 


F 


M00055707A.B07 


UC2-NormColon j 


4231 


451401 


1671.L14.gz43_261674 


F 


M00055717BA03 


UC2-NormColon v 


4232 


642039 


1671.C17.gz43_261713 


F 


M00055701B:C03 


UC2-NonnColon 


4233 


471268 


1671.F17.gz43_261716 


F 


M00055705'C:F12 


UC2-NormColon 


4234 


417259 


1671.H17.gz43_261718 


F 


M00055709D:G10 


UC2-NormColon 


4235 


421826 


1671.L17.gz43_261722 


F 


M00055717B:E04 


UC2-NormColon 


4236 


465589 


1671.M17.gz43J261723 


F 


M00055718BM11 


UC2-NormColon 


4Z3 / 


645505 


1671.N17.gz43_261724 


F 


M0O055719A:GO4 


UC2-NormColon 


4238 


510195 


1671.N18.gz43_261740 


F 


M00055719A:G12 


UC2-NormColon 


4239 


492094 


1671.P18.gz43_261742 


F 


M00055722A:B05 


UC2-NormColon 


4240 


453006 


1671.G20.gz43_261765 


F 


M00055707A:F11 


UC2-NormColon | 


4241 


600115 


1671.P21.gz43_261790 


F 


M00055722A:C04 


UC2-NormColon 


4242 


641700 


1671.H22.gz43_261798 


F 


M00055710B:E04 


UC2-NonnColon | 
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TT) 
mXJ 

NO 




CPA "MA TV/TP 


OR TP 
NT 


pt nwp m 


T TPP APV 

JL»l£5Jtvf\JvI 


4243 


466265 


1671, 022 .gz43_26 1 805 


F 


M00055721A:A07 


*i/>a \t 1 

UC2-NoimColon 


4244 


553985 


1 67 1 .B23 .gz43_26 1 808 


F 


M00055700B:E10 


UC2-NormColon 


4245 


536415 


1 67 1 .L23 .gz43_26 1818 


F 


M00055717C:B07 


UC2-NomiCoIon 


4246 


640282 


1 67 1 .N23 .gz43_26 1 820 


F 


M00055719C:AG9 


UC2-NormColon 


4247 


498194 


1672.A01 .gz43_26 1 84 1 


F 


M00055722B:A01 


UC2-NormColon 


4248 


641305 


1 672 .E02 .gz43_26 1 86 1 


F 


M00055725A:F12 


UC2-NormColon 


4249 


641070 


l672.H02.gz43_26l864 


F 


M00055727D:G01 


UC2-NormColon 


4250 


556326 


l672.B03.gz43_26l874 


F 


M00055723A:B08 


UC2-NormColon 


4251 


522497 


!672.C03.gz43_26l875 


F 


M00055723D:C04 


UC2-NormColon 


4252 


557833 


l672.E03.gz43_26l877 


F 


M00055725A:G07 


UC2-NormColon 


4253 


647688 


J672,B04.gz43_26]890 


F 


M00055723A;C04 


UC2-NormColon 


4254 


416377 


l672.M04.gz43„26l90l 


F 


M00055733D:H01 


UC2-NormColon 


4255 


643897 


I672.004.gz43_26l903 


F 


M00055736B:C08 


UC2-NormColon 


4256 


645171 


l672.A06.gz43_26l92l 


F 


M00055722B:G12 


UC2-NormColon 


4257 


649106 


l672.C06.gz43_26l923 


F 


M00055723D:E05 


UC2-NonnColon 


4258 


454383 


l672.K06.gz43_26l93l 


F 


M00055731C:F09 


UC2-NonnColon 


4259 


649360 


l672.B07.gz43_26l938 


F 


M00055723A:F04 


UC2-NormColon 


4260 


639458 


l672.K08.gz43_26l963 


F 


M00055731C:H07^ 


UC2-NormColon 


4261 


642078 


l672.Bll.Bz43_262002 


F 


M00055723B:A09 


UC2-NormColon 


4262 


642631 


l672.Lll.gz43_2620l2 


F 


M00055733A.GO4 


UC2-NormColon 


4263 


650303 


l672.Al2.gz43_2620l7 


F 


M00055722C:E11 


UC2-NormColon 


4264 


284586 


l672.Cl2.gz43_2620l9 


F 


M00055724A:C12 


UC2-NormColon 


4265 


642535 


l672.Gl2.gz43_262023 


F 


M00055727B:F10 


UC2-NormColon 


4266 


642491 


l672.Al3.gz43_262033 


F 


M00055722C:F11 


UC2-NormColon 


4267 


100821 


l672.Pl3.gz43_262048 


F 


M00055738B:H11 


UC2-NormColon . 


4268 


641056 


l672.Al4.gz43J262049 


F 


M00055722D:A07 


UC2-NonnColon 


4269 


642197 


l672.Bl4.gz43_262050 


F 


M00055723B:C03 


UC2-NormColon 


4270 


801 


l672.E!4.gz43_262053 


F 


M00055725D:B02 


UC2-NormColon 


4271 


449956 


l672.Nl4.gz43J262062 


F 


M00055735C:G08 


UC2-NormColon 


4272 


645018 


l672.Cl5.gz43_262067 


F 


M00055724A:E03 


UC2-NormColon 


4273 


640879 


l672.Kl5.gz43_262075 


F 


M00055731D:F09 


UC2-NormColon 


4274 


642263 


I672.0l5.gz43__262079 


F 


M00055736D:D11 


IT/*\A "V T t 

UC2-NormColon 


4275 


647906 


!672.Pl5.gz43_262080 


F 


M00055738C:C02 


UC2-NonnColon 


4276 


559776 


l672.Gl6.gz43_262087 


F 


M00055727C:B02 


tt/<IA "V t 1 

UC2-NormColon 


4277 


647060 


l672.Hl6.gz43_262088 


F 


M00055728B:G11 


UC2-NormColon 


4278 


642315 


1672.1 16.gz43_262089 


r 


muuujj //yc:JJi i 


UL/Z-iNonnL/Oion 


4279 


504501 


1672.L16.gz43_262092 


F 


M00055733B:F11 


UC2-NormColon 


4280 


460967 


1672.A17.gz43_262097 


F 


M00055722D:B10 


UC2-NonnColon 


4281 


504568 


1672.C17.gz43_262099 


F 


M00055724A:G08 


UC2-NormColon 


4282 


559828 


1672.D17.gz43_262100 


F 


M00055724D:A02 


UC2-NonnColon 


4283 


455113 


1672.H17.gz43_262104 


F 


M00055728C:B08 


UC2-NoimColon 


4284 


477064 


1672.117.gz43_262105 


F 


M00055729C:E02 


UC2-NormColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4285 


1558 


1672.J17.gz43_262106 


F 


M00055731A:G05 


UC2-NormColon 


4286 


419443 


1672.L17.gz43_262108 


F 


M00055733B.H05 


UC2-NonnColon 


4287 


546705 


1672.118.gz43_262121 


F 


M00055729D:A06 


UC2-NormColon i 


4288 


235397 


1672J18.gz43_262122 


F 


M00055731A:H07 


UC2-NormColon 


4289 


651085 


1672.K18.gz43_262123 


F 


M00055732A:B04 


UC2-NormColon 


4290 


502826 


1672.N18.gz43_262126 


F 


M00055735D:C01 


UC2-NormColon 


4291 


544797 


1672.A19.gz43_262129 


F 


M00055722D:E05 


UC2-NomiColon 


4292 


489426 


1672.B19.gz43_262130 


F 


M00055723C:B02 


UC2-NormColon 


4293 


452212 


1672.E19.gz43_262133 


F 


M00055725D:F05 


UC2-NorniColon 


4294 


646609 


1672.M19.gz43_262141 


F 


M00055734D:D01 


UC2-NormColon 


4295 


556336 


1672.N19.gz43_262142 


F 


M00055735D:E10 


UC2-NoimColon 


4296 


467822 


1672.C20.gz43_262147 


F 


M00055724B:D04 


UC2-NomiColon 


4297 


650397 


1672.L20.gz43_262156 


F 


M00055733C:H12 


UC2-NormColon 


4298 


37862 


1672.P20.gz43_262160 


F 


M00055738D:G08 


UC2-NoimColon 


4299 


644609 


1672.121.gz43_262169 


F 


M00055729D:F05 


UC2-NoraiColon 


4300 


561968 


1672.L21.gz43_262172 


F 


M00055733D:B11 


UC2-NoimColon 


4301 


550049 


1672.P21.gz43_262176 


F 


M00055739A:B02 


UC2-NormColon 


4302 


554708 


1672.H22.gz43_262184 


F 


M00055728D:F02 


i UC2-NonnColon 


4303 


608540 


1672.P22.gz43_262192 


F 


M00055739A:B04 


UC2-NonnColon 


4304 


470769 


1672.A23.gz43_262193 


F 


M00055722D.-G12 


UC2-NoimColon 


4305 


642722 


1672.C23.gz43_262195 


F 


M00055724B:G03 


UC2-NonnColon 


4306 


645151 


1672.L23.gz43_262204 


F 


M00055733D:D04 


UC2-NonnColon 


4307 


648265 


1672.N23.gz43_262206 


F 


M00055736A:B11 


UC2-NormColon 


4308 


489249 


1672.F24.gz43_262214 


F 


M00055726D:H12 


UC2-NonnColon 


4309 


644173 


1682.H02.gz43_262248 


F 


M00055770A:G08 


UC2-NormColon 


4310 


642417 


1682.L02.gz43_262252 


F 


M00055774D:A05 


UC2-NormColon 


4311 


553877 


1682.M02.gz43_262253 


F 


M00055775C:B10 


UC2-NormColon ! 


4312 


530238 


1682.H03.gz43_262264 


F 


M00055770A.H11 


UC2-NormColon 


4313 


553380 


1682.L03.gz43_262268 


F 


M00055774D:B07 


UC2-NormCol<m 


4314 


637387 


1682.E04.gz43_262277 


F 


M00055766B:E11 


UC2-NormColon 


4315 


634660 


1682.F04.gz43_262278 


F 


M00055767A:D10 


UC2-NonnColon \ 


4316 


642791 


1682J04.gz43_262282 


F 


M00055772A:H08 


UC2-NormColon 


4317 


446163 


1682.K04.gz43_262283 


F 


M00055773C:C09 


UC2-NormColon 


4318 


641056 


1682.M04.gz43_262285 


F 


M00055775C:E10 


UC2-NormColoii 


4319 


550562 


1682.B05.gz43_262290 


F 


M00055763B:D07 


UC2-NormColon 


4320 


648320 


1682.A06.gz43_262305 


F 


M00055761D:C03 


UC2-NormColon 


4321 


446757 


1682.H06.gz43_262312 


F 


M00055770B:D06 


UC2-NonnColon 


4322 


454540 


1682.K06.gz43_262315 


F 


M00055773C.H12 


UC2-NoimColon 


4323 


458979 


1682.L06.gz43_262316 


F 


M00055774D:E02 


UC2-NormColon 


4324 


641174 


1682.P06.gz43_262320 


F 


M00055780C:E02 


UC2-NormColon 


4325 


642852 


1682.E08.gz43_262341 


F 


M00055766B:H10 


UC2-NonnColon 


4326 


488680 


1682.A09.gz43_262353 


F 


M00055761D:H08 


UC2-NoimColon 
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OCA 

UJ 


CLUSTER 


SEQ NAME 


OKIE 

XTT 


CLONE ID 


LIBRARY 


4327 


27083 


1682.K09.gz43_262363 


F 


M00055773D:G11 


UC2-NormCoIon 


4328 


524470 


1682.C10.gz43_262371 


F 


M00055765A.A04 


UC2-NormColon 


4329 


463951 


1682J10.gz43_262378 


F 


M00055772C:E11 


UC2-NormColon 


4330 


584179 


1682.Cll.gz43_262387 


F 


M00055765A-.B02 


UC2-NormColon 


4331 


642460 


1682.Dll.gz43_262388 


F 


M00055765D:E06 


UC2-NormColon 


4332 


448944 


1682.Ell.gz43_262389 


F 


M00055766C:C11 


UC2-NormColon 


4333 


642082 


1682.Fll.gz43_262390 


F 


M00055767B.D02 


UC2-NormColon 


4334 


642095 


1682.Nll.gz43_262398 


F 


M00055778DA03 


UC2-NormColon 


4335 


562876 


1682.H12.gz43_262408 


F 


M00055770C:H11 


UC2-NormColon 


4336 


453079 


1682I12.gz43_262409 


F 


M00055771CA11 


UC2-NonnCoIon 


4337 


101499 


1682X12.gz43_262412 


F 


M00055775A:G09 


UC2-NonTiColon 


4338 


639829 


1682.N12.gz43_262414 


F 


M00055778D:C03 


UC2-NonnColon 


4339 


642332 


1682.P12.gz43_262416 


F 


M00055780D:D09 


UC2-NormColon 


4340 


541499 


1682.G13.gz43_262423 


F 


M00055768B:H12 


UC2-NormColon 


4341 


509410 


1682.113.gz43_262425 


F 


M00055771C.D09 


UC2-NormColon 


4342 


89082 


1682.013.gz43_262431 


F 


M00055780AC04 


UC2-NormColon 


4343 


453091 


1682.P13.gz43_262432 


F 


M00055780D:F08 


UC2-NormColon 


4344 


639981 


1682.A14.gz43_262433 


F 


M00055762B:B11 


UC2-NormColon 


4345 


642564 


1682.B14.gz43_262434 


F 


M00055763C:G08 


UC2-NormCoIon 


4346 


561558 


1682.014.gz43_262447 


F 


M00055780A:C06 


UC2-NormColon 


4347 


562870 


1682.B15.gz43_262450 


F 


M00055763D:B11 


UC2-NormColon ! 


4348 


462742 


1682.D15.gz43_262452 


F 


M00055766AA01 


UC2-NormColon 


4349 


451037 


1682.E15.gz43_262453 


F 


M00055766C:G12 


UC2-NonnColon 


4350 


641563 


1682.J15.gz43_262458 


F 


M00055772D:C10 


UC2-NormColan 


4351 


643940 


1682.A16.gz43_262465 


F 


M00055762C.B04 


UC2-NoimColon 


4352 


642204 


1682.C16.gz43_262467 


F 


'M00055765A:C11 


UC2-NormColon 


4353 


517912 


1682.J16.gz43_262474 


F 


M00055772D:D03 


UC2-NormColon 


4354 


641576 


1682.D17.gz43_262484 


F 


M00055766A.D08 


UC2-NonnCoIon 


4355 


642082 


1682.F17.gz43_262486 


F 


M00055767DA12 


UC2-NormColon 


4356 


450211 


1682.017.gz43_262495 


F 


M00055780A:E11 


UC2-NormColon v 


4357 


621636 


1682.B18.gz43^262498 


F 


M00055764A:F02 


UC2-NormColon 


4358 


639232 


1682.D18.gz43_262500 


F 


M00055766A:E08 


UC2-NormColon 


4359 


450553 


1682.J18.gz43_262506 


F 


M00055772D.F10 


UC2-NormColon 


4360 


647940 


1682.K18.gz43_262507 


F 


M00055774B:F07 


UC2-NormColon 


4361 


461835 


1682.M18.gz43_262509 


F 


M00055778AF09 


UC2-NormColon 


4362 


641496 


1682.018.gz43_262511 


F 


M00055780A:F07 


UC2-NonnColon 


4363 


464510 


1682.H19.gz43_262520 


F 


M00055770D.EI0 


UC2-NormColon 


4364 


642564 


1682.M19.gz43_262525 


F 


M00055778A:F12 


UC2-NormColon 


4365 


629002 


1682.C20.gz43_262531 


. F 


M00055765A:G02 


UC2-NormColon 


4366 


1093 


1682.D20.gz43_262532 


F 


M00055766A:H03 


UC2-NormColon 


4367 


50351 


1682.E20.gz43_262533 


F 


M00055766D:D05 


UC2-NormColon 


4368 


642417 


1682.F20.gz43 262534 


F 


M00055767D:E07 


UC2-NormColon 
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IXJ 

IN \J 




SEQ NAME 


ORIE 


CLONE ID 


LIBRARY 


4369 


466971 


1682.J20.gz43_262538 


F 


M00055772D:H04 


UC2-NoimColan 


4370 


641185 


1682.K20.gz43 262539 


F 


M00055774B:H01 


UC2-NormColon 


4371 


644240 


1682.L20.gz43_262540 


F 


M00055775B:G02 


UC2-NormColon 


4372 


509027 


1682.M20.gz43_262541 


F 


M00055778A:G02 


UC2-NorrnColcm 


4373 


546740 


1682.F21.gz43_262550 


F 


M00055767D:F04 


UC2-NoimColon 


4374 


559662 


1682.L21.gz43_262556 


F 


M00055775B:G04 


UC2-NormColon 


4375 


388688 


1682.B22.gz43_262562 


F 


M00055764B.F05 


UC2-NonnColon 


4376 


555140 


1682.G22.gz43_262567 


F 


M00055768D:G02 


UC2-NoimColon 


4377 


640617 


1682,K22.gz43_262571 


F 


M00055774C:D09 


UC2-NomiColon 


4378 


447224 


1682.D23.gz43 262580 


F 


M00055766B:B01 


UC2-NormCoIcm 


4379 


644765 


1682.B24.gz43_262594 


F 


M00055764C:C07 


UC2-NormColon 


4380 


648996 


1682.F24.gz43_262598 


F 


M00055768A:B05 


UC2-NormColon 


4381 


642036 


1682.124.gz43_262601 


F 


M00055772A-.C10 


UC2-NormColon 


4382 


644914 


1682.J24.gz43_262602 


F 


M00055773B:A07 


UC2-NormColon 


4383 


458425 


1682.M24.gz43_262605 


F 


M00055778B:E01 


UC2-NoraiColon 


4384 


556476 


1682.N24.gz43_262606 


F 


M00055779B.F06 


UC2-NontiColon 


4385 


672601 


1683.E01.gz43_262613 


F 


M00055785D:C06 


UC2-NomiColcm 


4386 


463290 


1683.H01.gz43_262616 


F 


M00055789C:F10 


UC2-NonnColon 


4387 


675768 


1683.D03.gz43_262644 


F 


M00055784C:H02 


UC2-NormColon 


4388 


642146 


1683.H03.gz43_262648 


F 


M00055789D:B04 


UC2-NormColon 


4389 


648905 


1683.F04.gz43_262662 


F 


M00055787B:F10 


UC2-NormColon 


4390 


467306 
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1V1UUU3 3 Uh I D .1/ 1 1 


u \^z-i^oionivieu-»iver 


4615 


549008 


2018.C10.gz43_264304 


F 


M00055042B:J309 


UC2-ColonMetLiver 


4616 


555771 


2018.E10.gz43_264306 


F 


M00055045A:F03 


UC2-ColonMetLiver 


4617 


515115 


2018.O10.gz43_264316 


F 


M00055055C:D02 


UC2-ColonMetLiver 


4618 


529733 


2018^11^43^264318 


F 


M00055039C:B05 


UC2-ColonMetLiver 


4619 


553850 


2018.Ell.gz43^264322 


F 


M00055045A:F12 


UC2-ColonMetLiver 


4620 


557735 


2018.Gll.gz43_264324 


F 


M00055047A:E07 


UC2-ColonMetLiver 
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Table 2 



ID 

NO 






ORTF 
NT 




T TDD A DV 


A /T A 1 

4621 


555798 


20 1 8 .HI 1 .gz43_264325 


F 


M00055047D;C12 


UC2-ColonMetLiver 


4622 


553108 


20 1 8 .M 1 1 .gz43 264330 


F 


M00055053B:A02 


UC2-ColonMetLiver 


4623 


555708 


2018,C12,gz43_264336 


F 


M00055042B:E02 


UC2-ColonMetLiver 


4624 


559699 


ojft 1 ft 1 O, jo o y*" a o o o 

201 8.E12.gz43_264338 


F 


M00055045B:A04 


UC2-ColonMetLiver 


4625 


551068 


^ A 1 A T F- i A AO O A O A A 

20l8.Kl2.gz43_264344 


F 


M00055051A.C09 


UC2>ColonMetLiver • 


4626 


559246 


2018X12 .gz43_264345 


F 


M00055052A.F07 


UC2-ColonMetLiver 


4627 


557401 


Oi /\ 1 ft T\ 1 A a o o a" ao a o 

20 1 8 .P 1 2.gz43_264349 


F 


M00055056D.B06 


UC2-ColonMetLiver 


4628 


557525 


20 1 8 .M 1 3 .gz43_2643 62 


F 


M00055053B:C02 


UC2-ColonMetLiver 


4629 


8997 


20 1 8 .N 1 3 .gz43 J2643 63 


F 


M00055054B:E10 


UC2-ColonMetLiver 


4630 


560720 


2018.E 1 4.gz43_264370 


F 


M00055045B:C08 


UC2-CoIonMetLiver 


4631 


558120 


20 1 8 .G 1 4.gz43_2643 72 


F 


M00055047A:H05 


UC2-CoIonMetLiver 


4632 


349744 


20 1 8 .1 1 4 .gz43_264374 


F 


M00055048D:H04 


UC2-ColonMetLiver 


4633 


561259 


2018.A15.gz43_264382 


F 


M00055039D:D07 


UC2-ColonMetLiver 


4634 


557326 


2018.G15.gz43_264388 


F 


M00055047B:A10 


UC2-ColonMetLiver 


4635 


449437 


2018J15.gz43__264391 


F 


M00055050A:D11 


UC2-ColonMetLiver 


4636 


555340 


2018.K15.gz43_264392 


F 


M00055051A:G09 


UC2-ColonMetLiver 


4637 


555172 


2018.C16.gz43_264400 


F 


M00055042C:B05 


UC2»ColonMetLiver 


4638 


289316 


2018.G16.gz43_264404 


F 


M00055047B:B03 


UC2-CoIonMetLiver 


4639 


557279 


2018.H16.gz43_264405 


F 


M00055048A:A04 


UC2-ColonMetLiver 


4640 


556169 


2018J16.gz43_264407 


F 


M00055050A:H08 


UC2-ColonMetLiver 


4641 


551897 


2018.K16.gz43_264408 


F 


M00055051A:H10 


UC2-eolonMetLiver 


4642 


556391 


2018.P16.gz43_264413 


F 


M00055056D:H12 


UC2-ColonMetLiver 


4643 


562949 


2018.D17.gz43_264417 


F 


M00055044A:A08 


UC2-ColonMetLiver 


4644 


551371 


2018X17.gz43_264425 


F 


M00055052B.E03 


UC2-ColonMetLiver 


4645 


562292 


2018.M17.gz43_264426 


^ F 


M00055053C:B03 


UC2-ColonMetLiver 


4646 


555082 


2018.N17.gz43_264427 


F 


M00055054B:G12 


UC2-ColonMetLiver 


4647 


562272 


2018.P17.gz43_264429 


F 


M00055057A:A04 


UC2-ColonMetLiver 


4648 


555883 


2018.A18.gz43_264430 


F 


M00055040A:F01 


UC2-ColonMetLiver 


4649 


558389 


20 1 8 .F 1 8 .gz43_26443 5 


F 


M00055046C:C05 


UC2-CoIonMetLiver , 


4650 


463341 


2018.O18.gz43_264444 


F 


M00055056A.H12 


UC2-CoIonMetLiver 


4651 


553002 


20 1 8 .P 1 8 .gz43_264445 


F 


M00055057A:A05 


UC2-CoIonMetLiver 


4652 


o o * * o 

224812 


»A1/) TO 1/1 AO O A A J* r\ 

20 1 8 .E 1 9 .gz43_26445 0 


F 


M00055045C:H05 


UC2-CoIonMetLiver 


4653 


O /"\ Art 

206098 


2018J19.gz43_264455 


F 


M00055050B:E1 1 


UC2-CoIonMetLiver 


4654 


453893 


20 1 8 .H20.gz43_264469 


F 


M00055048A:F04 


UC2-ColonMetLiver 


4033 




2U 1 o .IS z 1 ,gz4 i_zo44^ 1 


•c 
r 


XA AAA<<A</1TV AA1 

MUUU33U34U.AU2 


U C2*coionMetLiver 


4656 


470617 


2018.B22.gz43_264495 


F 


M00055041C.H12 


UC2-ColonMetLiver 


4657 


555057 


2018.N22.gz43_264507 


F 


M00055054D.E12 


UC2-ColonMetLiver 


4658 


447815 


2018.A23.gz43_264510 


F 


M00055040CG08 


UC2-ColonMetLiver 


4659 


561963 


2018.N24.gz43_264539 


F 


M00055055A:B03 


UC2-ColonMetLiver 


4660 


551544 


2018.P24.gz43_264541 


F 


M00055057B.B01 


UC2-ColonMetLiver 


4661 


555213 


2018.D07.gz43_264641 


F 


M00055043B-.B01 


UC2-ColonMetLiver 


4662 


555010 


2018J07.gz43_264647 


F 


M00055049C:H12 


UC2-ColoiiMetLiver 
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BNSDOCID: <W0 0214500A2J_> 
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Table 2 



ID 


CLUSTER 


nrjn XT A it >rc 

SEQ NAME 


r\T>rc 
UKIfc 

XTT 
IN 1 


CLONE ID 


T TDD A TJV7" 

LIBRARY 


4663 


505451 


2018.P07.gz43_264653 


F 


M00055056C:E10 


UC2-ColonMetLiver 


4664 


555993 


2O18.A08.gz43_264654 


F 


M00055039B:G11 


UC2-ColonMetLiver 


4665 


465207 


2018.H08.gz43_264661 


F 


M00055047C.-F08 


UC2-ColonMetLiver 


4666 


557834 


2018.K08.gz43_264664 


F 


M00055050D:F04 


UC2-ColonMetLiver 


4667 


557882 


2O18.L08.gz43_264665 


F 


M00055051D-.G01 


UC2-ColonMetLiver 


4668 


551711 


2018.B09.gz43_264671 


F 


M00055041B.-C10 


UC2-ColonMetLiver 


4669 


555524 


2018.B10.gz43_264687 


F 


M00055041B:D11 


UC2-ColonMetLiver 


4670 


446739 


2018.J10.gz43_264695 


F 


M00055049D-.D10, 


UC2-ColonMetLiver 


4671 


385531 


2018.P10.gz43_264701 


F 


M00055056C:H07 


UC2-ColonMetLiver 


4672 


559052 


2018.Fll.gz43_264707 


F 


M00055046B:D02 


UC2-ColonMetLiver 


4673 


553108 


2018.Mll.gz43_264714 


F 


M00055053B:A02 


UC2-ColonMetLiver 


4674 


397338 


2018.A12.gz43_264718 


F 


M00055039C:D11 


UC2-ColonMetLiver 


4675 


559699 


2018.E12.gz43_264722 


F 


M00055045B.-A04 


UC2-ColonMetLiver 


4676 


553975 


2018.O12.gz43_264732 


F 


M00055055C-.E08 


UC2-ColonMetLiver 


4677 


561994 


2018.B13.gz43_264735 


F 


M00055041B:F04 


UC2-ColonMetLiver 


4678 


448098 


2018.C13.gz43_264736 


F 


M00055042B:E05 


UC2-ColonMetLiver 


4679 


558254 


2018.D13.gz43_264737 


F 


M00055043D:D10 


UC2-ColonMetLiver 


4680 


557420 


2018.F13.gz43_264739 


F 


M00055046B:E08 


UC2-ColonMetLiver 


4681 


558007 


2018.G13.gz43_264740 


F 


M00055047A:H04 


UC2-ColonMetLiver 


4682 


557525 


2018.M13.gz43_264746 


F 


M00055053B:C02 


UC2-ColonMetLiver 


4683 


450765 


2018.C14 ; gz43_264752 


F 


M00055042B:E08 


UC2-ColonMetLiver 


4684 


247 


2018.D14.gz43_264753 


F 


M00055043D:F07 


UC2-ColonMetLiver 


4685 


560720 


2018.E14.gz43_264754 


F 


M00055045B:C08 


UC2-ColonMetLiver 


4686 


491799 


2018.F14.gz43_>54755 


F 


M00055046B.F06 


UC2-CoIonMetLiver 


4687 


558120 


2018.G14.gz43_264756 


F 


M00055047A:H05 


UC2-ColonMetLiver 


4688 


432970 


2018.K14.gz43_264760 


F 


M00055051A:E11 


UC2-ColonMetLiver 


4689 


561259 


2018.A15.gz43J?64766 


F 


M00055039D:D07 


UC2-CoIonMetLiver 


4690 


551630 


2018.O15.gz43_264780 


F 


M00055055D:D11 


UC2-ColonMetLiver 


4691 


461 


2018.M16.gz43_264794 


F 


M00055053C:A12 


UC2-ColonMetLiver 


4692 


555399 


2018.A17.gz43_264798 


F 


M00055040A:C02 


UC2-CoIonMetLiver 


4693 


554149 


2018.B17.gz43_264799 


F 


M00055041C:C10 


UC2-ColonMetLiver 


4694 


553603 


2018.G17.gz43_264804 


F 


M00055047B:B10 


UC2-ColonMetLiver 


4695 


552641 


2018.K17.gz43_264808 


F 


M00055051B:B08 


UC2-ColonMetLiver 


4696 


562292 


2O18.M17.gz43_264810 


F 


M00055053C:B03 


UC2-ColonMetLiver 


4697 


562272 


2018.P17.gz43_264813 


F 


M00055057A:A04 


UC2-ColonMetLiver 


4698 


450755 


2018.D18.gz43_264817 


F 


TV iTAAAC £ f\A A A .r'AI 

M00055044A:C02 


U L/-LX)ionJVietLriver 


4699 


555892 


2018.E18.gz43_264818 


F 


M00055045C:F09 


UC2-CoIonMetLiver 


4700 


551793 


2018.G18.gz43_264820 


F 


M00055047B:C03 


UC2-ColonMetLiver 


4701 


553002 


2018.P18.gz43_264829 


F 


M00055057AA05 


UC2-ColonMetLiver 


4702 


487182 


2018.119.gz43_264838 


F 


M00055049A:F10 


UC2-ColonMetLiver 


4703 


206098 


2018J19.gz43_264839 


F 


M00055050B:E11 


UC2-ColonMetLiver 


4704 


557572 


2018.K19.gz43_264840 


F 


M00055051B-.D07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEONAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4/UD 


jM j34 


1 o . M 1 9 .gZ43_zo4 o4Z 


r 


TV A A A A « £ A« "3 P .TA< 

MO UU j j 03 5 !r Uo 


u cz-coionMetLiver 


4/Uo 


C£ 1 A/1 £ 

56104O 


20 1 o .120 .gZ4i_2o4 854 


r 


A/TAAACC C\A A A ./"lAT 

M0U0j504yA:O0i 


U Cz-ColonMetLiver 


4707 


AC A £.£.A 

454664 


into T Irt yl-^ 

201 8 ,L20.gz43 264857 


r 


M00055052C:B 12 


UC2^olonMetLiver 


AH AO 

4708 


551616 


201 o.N20.gz43_2 64859 


TO 

r 


TV Jf AAACC AC Ai~i.f** 1 A 

MOO055O54L:G10 


VL2AA)lonMetLiver 


4709 


559294 


201 8.P20.gz43_26486 1 


F 


M00055057A:D10 


UC2-ColonMetLiver 


4710 


548935 


20 1 8 . C2 1 .gz43_264864 


F 


M00055042D:(j03 


UC2^olonMetLiver 


4711 


488970 


20l8.F2l.gz43_264867 


F 


M00055046C:E07 


UC2-ColoiiMetLiver 


4712 


555751 


20l8.A22.gz43_264878 


F 


M00055040B:F02 


UC2-ColonMetLiver 


4713 


JA<^f on 

423588 


2018.C22.gz43_264880 


F 


H Mt\r\f\E F g\ a f\T\ TTA1 

M00055042D:H02 


UC2-ColonMetLiver 


4714 


551578 


2018.E22.gz43_264882 


F 


M00055045D:A07 


UC2^olonMetLiver 


4715 


556171 


20 1 8 .G22 .gz43_264884 


F 


M00055047B:G06 


UC2-ColonMetLiver 


4716 


451172 


2018.P22.gz43_264893 


F 


M00055057A:F10 


UC2<!olonMetLiver 


4717 


555250 


201 8 .B23 .gz43_264895 


F 


M00055041D:B07 


UC2-ColoDMetLiver 


4718 


476268 


201 8 .G23 .gz43_264900 


F 


M00055047B:G10 


UC2-ColonMetLiver 


4719 


553349 


20 1 8 .K23 .gz43_264904 


F 


M00055051C:B05 


UC2-ColonMetLwer 


4720 


551561 


20 1 8 .023 .gz43_264908 


F 


M00055056B:G01 


UC2<!olonMetLiver 


4721 


555173 


2018.C24.gz43_264912 


F 


M00055043A:B06 


UC2-ColonMetLiver 


4722 


557382 


2018 .L24 .gz43_26492 1 


F 


M00055052D:B05 


UC2-ColonMetLiver 


4723 


555616 


2020 .HOI. gz43_264933 


F 


M00055081A:E08 


TT/IA /m i Tk At it * 

UC2-ColonMetLiver 


4724 


549607 


2020.J01 .gz43_264935 


F 


M00055083B:E05 


UC2-CoIonMetLiver 


4725 


492893 


2020.L01.gz43_264937 


F 


M00055086A:B10 


UC2-ColoiiMetLiver 


4726 


556471 


2020.E02.gz43_264946 


F 


* Kf\1\f\C CAmlrt TV/A 1 

M00055077D:B01 


tTn/l f~\ 1 Tk jT_A.T - _ 

UC2-ColoiiMetLiver 


4727 


556542 


2020.L02.gz43_264953 


F 


M00055086A:C09 


T7ft« /^t _ 1 _ Tk A-^».T * . 

UC2-ColonMetLiver 


4728 


551283 


2020.N02.gz43__264955 


F 


X JTAAAf f AOOft A ft. 1 

M00055088D:A01 


UC2-ColonMetLiver 


4729 


558720 


2020.C03.gz43__264960 


F 


M00055076A:C06 


UC2-ColonMetLiver 


4730 


555512 


ftftftft A ft >• j| ^ *\ y a r\n A 

2020.A04.gz43_264974 


F 


M00055073D:F06 


TT/^ft /*V. 1 , Tk f „it * - 

UC2-ColonMetLiver 


4731 


549129 


ftftftft T\A i «| ft ^ i A^H 

2020 .D04 .gz43_264977 


F 


M00055077A:B07 


UC2-ColoiiMetLiver 


4732 


556497 


2020.J04.gz43_264983 


F 


M00055083C:C05 


UC2-ColonMetLiver 


4733 


561422 


2020.N04.gz43_264987 


F 


Tk I AAAf f AOOn AO 

M00055088D:B08 


UC2-ColoriMetLiver 


4734 


556408 


ft ft ft j-^ft j jl ft A/ylrtOO 

2020 . 004 .gz43__264 98 8 


F 


M00055090C:B03 


TTA« /**»^t X >TavA.T ' ^ 

UC2-CoIonMetLiver 


4735 


556635 


A a^h a r\n<* a ft r\ s vl ft ft 1 

2020.B05 .gz43_26499 1 


F 


Ik Kt\t\f\C t: AHf A /1AA 

M00055075A:C09 


UC2-ColonMetLiver 


4736 


555368 


2020.C05.gz43_264992 


F 


M00055076A:D11 


UC2-ColonMetLiver 


4737 


495408 


202O.FO6.gz43_26501 1 


F 


M00055078D:G04 


UC2-ColonMetLiver 


4738 


552361 


2020.H06.gz43_265013 


F 


M00055081B:E10 


UC2^oloiiMetLiver 




D3D440 




r 


1V1UUUJ JUOHJL/.JDUl 


TTP9-PnlATiM<»tT ivpr 
u \^^*^uioiiivicijuivcr 


4740 


557476 


2020.L06.gz43_265017 


F 


M00055086B:D10 


UC2-ColonMetLiver 


4741 


556559 


2020.O06.gz43_265020 


F 


M00055090C:C12 


UC2-ColonMetLiver 


4742 


548943 


2020.K07.gz43_265032 


F 


M00055084D:C09 


UC2-ColonMetLiver 


4743 


555126 


2020.P07.gz43_265037 


F 


M00055091B.A07 


UC2-ColonMetLiver 


4744 


142614 


2020.E08.gz43_265042 


F 


M00055078A:C05 


UC2-ColonMetLiver 


4745 


453756 


2020.M08.gz43_265050 


F 


M00055087D:D08 


UC2-ColoiiMetLiver 


4746 


556040 


2020.G09.gz43_265060 


F 


M00055080B:G10 


UC2-ColonMetLiver 
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Tabid 



SEQ 
ID 
NO 


CLUSTER 




NT 






AH AH 

4/4/ 


55/454 


2020.1N09,gz43__265067 


F 


M00055089A:H06 


UC2-ColonMetLiver 


AHAQ 

4/4o 


45zozz 


OAOA /"^ 1 1 >IO A/TCAOO 

2020.L 1 1 .gz43J265088 


F 


M00055076B:E08 


UC2-ColonMetLiver ! 


A HAG 
4/49 


4o49U5 


2020.E1 1 .gz43_265090 


F 


M00055078A:E10 


UC2-ColonMetLiver 


4750 


509505 


2020.F 1 1 .gz43_265091 


F 


M00055079A:H05 


UC2-ColonMetLiver 


AHK. 1 


iff A/1 

555061 


IMA T T 1 1 A "> ^/f AA1 

2020.H1 1 ,gz43_265093 


F 


M00055081C:A12 


UC2-ColonMetLiver 


4752 


556668 


2020. J 1 1 .gz43_265095 


F 


M00055083D:D08 


UC2-ColonMetLiver 


4753 


</tno i a 
549810 


2020.C12.gz43 265 104 


F 


M00055076B:F04 


UC2»ColonMetLiver 


4754 


557760 


2020.E12.gz43_265 106 


F 


M00055078A:F01 


UC2-ColonMetLiver 


4/55 


554U84 


2020. N 12.gz43_265 115 


F 


MO0055089B:C01 


UC2-ColonMetLiver 


AHCiZ 

4756 


16092 


2020.P12.gz43265 1 17 


F 


M00055091C:B04 


UC2-ColonMetLiver 


4757 


551342 


2020.L13.gz43_265 129 


F 


M00055086D:C07 


UC2-ColonMetLiver 


AH CO 

4758 


455820 


2020.A14.gz43_265 134 


! F 


M00055074B:E05 


UC2-Co!onMetLiver 


4759 


555710 


2020.114.gz43_265 142 


F 


M00055082D:E08 


UC2-ColonMetLiver 


4760 


497086 


2020.O14.gz43_265148 


F 


M00055090D:E03 


UC2-ColonMetLiver 


4761 


561489 


2020.E 1 5 .gz43_265 1 54 


F 


M00055078B:F05 


UC2-ColonMetLiver 


4762 


558616 


2020 .F 1 5 .gz43_265 155 


F 


M00055079C:G06 


UC2-ColonMetLiver 


4763 


559071 


2020.P 1 5 .gz43_265 1 65 


F 


M00055091C:D11 


UC2-ColonMetLiver 


4764 


550701 


2020.C16.gz43_265168 


F 


M00055076B:H06 


UC2-ColonMetLiver 


4765 


551976 


2020.G16.gz43_265 172 


F 


M00055080D:A01 


UC2-ColonMetLiver 


4766 


460244 


2020.116.gz43_265174 


F 


M00055082D:G01 


UC2-ColonMetLiver 


4767 


556802 


2020. J16.gz43_265 175 


F 


M00055084A:E10 


UC2-ColonMetLiver ! 


4768 


454910 


2020.Kl6.gz43_265 176 


F 


M00055085B:D02 


UC2-ColonMetLiver 


4769 


557214 


2020.Ll6.gz43_265l77 


F 


M00055086D:H07 


UC2-ColonMetLiver 


4770 


612961 


2020.Fl7.gz43_265l87 


F 


M00055079D.A03 


UC2-ColonMetLiver . 


4771 


465446 


2020.117.gz43_265190 


F 


M00055082D:H02 


UC2-ColonMetLiver 


4772 


556925 


2020J17.gz43_265191 


F 


M00055084A:F10 


UC2-CoIonMetLiver 


4773 


98869 


2020.O17.gz43_265 196 


F 


M00055090D:F03 


UC2-ColonMetLiver 


A 1*1 A 

4774 


553372 


2020.H18.gz43_265205 


F 


M00055081C:G01 


UC2-ColonMetLiver 


4775 


558231 


2020. J 1 8 .gz43_265207 


F 


M00055084B:A04 


UC2-ColonMetLiver 


4776 


553318 


2020.G19.gz43_265220 


F 


1 fAAAf f AOAT\ T^/\T 

M00055080D:E07 


UC2-ColonMetLiver 


4777 


449613 


OA^A IT1 A >tO l/flll 

2020.H19.gz43_265221 


F 


> Af\f\ Aff AO 1 TTAil 

M00055081C:H04 


UC2-ColonMetLiver 


4778 


560507 


2020.N19.gz43_265227 


F 


M00055089C:D06 


UC2-ColonMetLiver 


4779 


560069 


2020.B20.gz43_26523 1 


F 


M00055075D:D05 


UC2-ColonMetLiver 


4780 


557954 


2020.C20.gz43_265232 


F 


M00055076C:H07 


UC2-ColonMetLiver 


4781 


555996 


2020.E21 .gz43_265250 


F 


M00055078D:A07 


UC2-ColonMetLiver 


4/oZ 


4y4oz5 


zUZU.VJZ 1 .gz45__2o525z 


r 


\ yf A A A^ ^ AO AT* • T7A 1 


u i^z-coioiiMetLiver 


4783 


554828 


2020.P21.gz43_265261 


F 


M00055091D:A03 


UC2-ColonMetLiver 


4784 


562229 


2020.A22.gz43_265262 


F 


M00055074D:B04 


UC2-ColonMetLiver 


4785 


561975 


2020.M22.gz43_265274 


F 


M00055088C:D01 


UC2-ColonMetLiver 


4786 


560080 


2020.N22.gz43_265275 


F 


M00055090A:F02 


UC2-CoIonMetLiver 


4787 


557783 


2020.C23.gz43_265280 


F 


M00055076D:F11 


UC2-ColonMetLiver 


4788 


556881 


2020.K23.gz43_265288 


F 


M00055085D:F03 


UC2-ColonMetLiver 
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BNSDOCID: <WO_0214500A2_I.> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OWE 

NT 


CLONE ID 


LIBRARY 


4789 


557747 


2020.M23.gz43_265290 


F 


M00055088C:D02 


UC2-ColonMetLiver 


4790 


598101 


2020.O23.gz43_265292 


F 


M00055091A:C09 


UC2-CoIonMetLiver 


4791 


451185 


2020.F24.gz43_265299 


F 


M00055O8OA:FO5 


UC2-ColonMetLiver 


4792 


552019 


2020.H24.gz43_265301 


F 


M00055082A:A12 


UC2-ColonMetLiver 


4793 


555725 


2020.K24.gz43_265304 


F 


M00055085D:G09 


UC2-CoIonMetLiver 


4794 


562748 


2029.P01.gz43_265325 


F 


M00055111A:F10 


UC2-ColonMetLiver 


4795 


562989 


2029.102.gz43_265334 


F 


M00055100C:H06 


UC2-ColonMetLiver 


4796 


562243 


2029.103.gz43_265350 


F 


M00055100D:B02 


UC2-CoIonMetLiver j 


4797 


562768 


2029.B06.gz43_265391 


F 


M00055093A:F07 


UC2-ColonMetLiver 


4798 


491127 


2029.D06.gz43_265393 


F 


M00055094D:F09 


UC2-ColonMetLiver 


4799 


555330 


2029.H07.gz43_265413 


F 


M00055100A:C05 


UC2-ColonMetLiver 


4800 


552704 


2029.L07.gz43_265417 


F 


M00055105D:B06 


UC2-ColonMetLiver 


4801 


561426 


2029.O08.gz43_265436 


F 


M00055110A:C03 


UC2-ColonMetLiver 


4802 


551967 


2029.E09.gz43_265442 


F 


M00055096A:G08 


UC2-ColonMetLiver 


4803 


453533 


2029.F09.gz43_265443 


F 


M00055097B:B12 


UC2-CoIonMetLiver 


4804 


394189 


2029.O09.gz43_265452 


F 


M00055110A:C05 


UC2-ColonMetLiver 


4805 


562719 


2029.F10.gz43_265459 


F 


M00055097B:F08 


UC2-ColonMetLiver 


4806 


562307 


2029.Cll.gz43_265472 


F 


M00055094B.B11 


UC2-ColonMetLiver 


4807 


98484 


2029.Dll.gz43_265473 


F 


M00055095AD08 


UC2-ColonMetLiver 


4808 


558118 


2029.Gll.gz43_265476 


F 


M00055099A.G05 


UC2-ColonMetLiver 


4809 


562881 


2029.B14.gz43_265519 


F 


M00055093B:G08 


UC2-ColonMetLiver 


4810 


553548 


2029.K14.gz43_265528 


F 


M00055104B:F09 


UC2-ColonMetLiver 


4811 


637966 


2029.A15.gz43_265534 


F 


M00055092B:G09 


UC2-ColonMetLiver 


4812 


560575 


2029.L15.gz43_265545 


F 


M00055106A:E04 


UC2-ColonMetLiver 


4813 


554496 


2029.E16.gz43_265554 


F 


M00055096C:C03 


UC2-ColonMetLiver 


4814 


561144 


2029.J16.gz43_265559 


F 


M00055103A:H11 


UC2-ColonMetLiver 


4815 


560628 


2029.120.gz43_265622 


F 


M00055102A:E11 


UC2-ColonMetLiver 


4816 


558511 


2029.J20.gz43_265623 


F 


M00055103C:B07 


UC2-ColonMetLiver 


4817 


402488 


2029.C21.gz43_265632 


F 


M00055094C:C10 


UC2-ColonMetLiver 


4818 


556613 


2029.J21.gz43_265639 


F 


M00055103C:D05 


UC2-ColonMetLiver 


4819 


560898 


2029.J22.gz43_265655 


F 


M00055103C:G03 


UC2-ColonMetLiver 


4820 


454499 


2029.L22.gz43_265657 


F 


M00055106C:B06 


UC2-ColonMetLiver 


4821 


559955 


2029.K23.gz43__265672 


F 


M00055105A:A05 


UC2-ColonMetLiver 


4822 


554233 


2030J01.gz43_265703 


F 


M00055128A:C10 


UC2-ColonMetLiver 


4823 


557615 


2030.K01.gz43_265704 


F 


M00055128D:D04 


UC2-ColonMetLiver 


4824 


449035 


2030.C02.gz43_265712 


F 


M00055115C:G09 


UC2-ColonMetLiver 


4825 


452525 


2030.E03.gz43J265730 


F 


M00055118C:B03 


UC2-ColonMetLiver 


4826 


452775 


203O.L03.gz43„265737 


F 


M00055129D:C02 


UC2-ColonMetLiver 


4827 


560868 


2030.E05.gz43_265762 


F 


M00055118D:B04 


UC2-CoIonMetLiver 


4828 


538830 


2030.H05.gz43_265765 


F 


M00055125A:A02 


UC2-ColonMetLiver 


4829 


486683 


2030.K05.gz43_265768 


F 


M00055I29A:B03 


UC2-ColonMetLiver 


4830 


488030 


2030.L06.gz43_265785 


F 


M00055129D:F11 


UC2-ColonMetLiver 
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WO 02/14500 



PCTAJS01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


4831 


66678 


2030.M06.gz43_265786 


F 


M00055130D.F08 


UC2-ColonMetUver 


4832 


528369 


2030.J07.gz43_265799 


F 


M00055128B:B12 


UC2-ColonMetLiver 


4833 


479732 


2030.G08.gz43_265812 


F 


M00055124AF01 

J. »X V/ V/V/*^«-/ X *^ 11 X ■ X \/ X 


UC2-ColonMetLiver 

W V^V/lWlXlTXW'U— rl Vwl 


4834 


557747 


2030 O08ez43 265820 


F 


M00055133B-E08 


Ur2-Tn1nnMf>tT iv^r 

\~*Xm V^VJIV/lXlVXCLi_/i Vwx 


4835 


558534 


2030.H09.gz43 265829 


F 


M00055125B*F01 


UC2-Co1onMetLiver 

V-' V^wlUllXTj,wLwX V wX 


4836 


312036 


2030.D10.gz43 265841 


F 


M00055117AG08 


UC2-rolonMetT Aver 

w V><t» V^\JlVJXXxVXwL— fx VwX 


4837 


461653 


2030J10ez43 265847 


F 


M00055128BE12 


I lC2-Cci\ nnMptT .i v**r 


4838 


558060 


2030 Gil ez43 265860 


F 


M00055124BA11 


v/v^** \w/vjiuxxjlvxvIJ— nvwi 


4839 


557610 


2030 LI 1 ez43 265865 


F 


M00055130AD10 


\y \~f **> \^\Jx\jxxl Vlv Lul V vi 


4840 


557284 


2030.Pll.gz43 265869 


F 


M00055134CA01 


UC2-CoIonMetLiver 

w V^-— SJXX1 TXw 11,1 V vl 


4841 


562714 


2030A12bz43 265870 


F 


M00055113BF02 

illVUU J J X X mJ XJ .X \Jm\t 


TIP9-rAlnnMptT ivpr 


4842 


453274 


2030C12ez43 265872 


F 


M00055116AC07 


IJCl-CnlnnMptT ivpr 


4843 


551068 


2030P12ez43 265885 


F 


M00055134C-B0I 


TIP^-T'rilnTiMptT ivt»r 

L> V- Z. ~o viUxxI VI vLJ_'X Vwl 


4844 


125543 


2030 J13 ez43 265895 


F 


M00055128BG01 


I J02-Cn1nn\tptT -ivpr 

V> l^/i VJ1 Xl VXC LX\Jl V vl 


4845 


449454 


2030 M13 ez43 265898 


F 


M00055131AD07 


UC2^olnnMetLiver 

w w^~L^\/lwXXXVXwl>uX Vwl 


4846 


562760 


2030 013 ez43 265900 


F 


M00055133CC06 


TJC^-PnlnnlVrptT ivpr 

V_/VJiWXXj.VlW \XJX V Wl 


4847 


557710 


2030 PI 3 ez43 265901 


F 


M00055134CE09 


I JC2-Cn1nnMpfT Jvpr 1 

w VsXi — V/ UlUlJUVlwiXJX Vwx 


4848 


526334 


2030E14ez43 265906 


F 


M00055119DF08 


UC2-ColonMetLiver 

w vyl VJ1 XJ VXC LLvl V wl 


4849 


451392 


2030 015 ez43 265932 


F 


M00055133CG07 


UC2-CoIoiilV[etLiver 

v^K/lwxlXVXwkXwl VwX 


4850 


549591 


2030D16ez43 265937 


F 


MO0O55117C-CO3 


UC2-Co1onMetLiver 

w V/— WvlvlllVlv 1 ,1 /x V wl 


4851 


557895 


2030 H16 sz43 265941 


F 


M00055125CH03 


UC2-ColonMetLiver 

V7V/<br WV/IV^XXIVXwIXm/XVwX 


4852 


554989 


2030J16ez43 265943 


F 


M00055128C-E03 


UC2-Co1onMetLiver 

V/Vx— wV/lVJlxIVXvl— <rl V wl 


4853 


561265 


2030 D17 ez43 265953 


F 


M00055117CF02 


UC2-Cn1fiiiMef T .iver 

wvi. VVJ wxXJ.VXwlJL/1 V wl 


4854 


558015 


2030 017 ez43 265964 


F 


M00055133CH11 

J'XUVUJ J XmJ mJ \_/ .X XX X 


UC2-ColonlVIetLiver 

W V/X> Vw^\J 1 \JXMl VX W U— ' 1 Vwl 


4855 


561741 


2030 A18 ez43 265966 


F 


M00055114AE02 


UV/Xi V-'WlwllxVlwlXJl V wx 


4856 


477295 


2030 018 cz43 265980 


F 


M00055133DA02 


UC2-Co] oiiMetLi ver 

v^vj mil vx vi— j v wi 


4857 


556310 


2030 E19 ez43 265986 


F 


M00055120BF12 


U02-Cn1nnMetLiver 

4J ' V'— V^\J1LF1X1VXwU-<1 V Wl 


4858 


558452 


2030 H20 2z43 266005 


F 


M00055125DE02 


Ur2-Co1onMetLiver 

y~j wuiuiuvi vixji v vi 


4859 


610269 


2030 N21 ez43 266027 


F 


M00055132DE07 


UC2-CnlonMetLiver 

V--— vUJ V/Xli Vlv 1X^1 V WX 


4860 


561279 


2030 J22 sz43 266039 


F 


M00055128DC11 

XTXV \J\Mm/+J X +m> UW • V> X X 


UC2-ColonMetLiver 

w w — V/VJl W1X1 VXw !■ 1 <1 VwX 


4861 


557719 


2030N22ez43 266043 


F 


M00055132DE10 


UC2-ColonMetLiver 

W W/A> WvlViXlTXvMall V WX 


4862 


451391 


2030 022 ez43 266044 


F 


M00055133DF02 

4 rx v/ v/ \J *s *s x •/ x/ . x 


UC2 -ColonMetLi ver 


4863 


554737 


2030 D24 ez43 266065 


F 


M00055118BA09 


UC2-ColonMetLiver 

W WUivlliTXVkUl V WX 


4864 


452759 


2030 K24 ez43 266072 


p 


M00055129C-H08 


UC2»ColonMetLiver 

w v/*« wvlvlliVlwUUl V WX 


4865 


562683 

w' \J Xml \J \J mmj 


2031 A01 ez43 266078 


F 


M00055135AE07 


UC2-ColonMetLiver 


4866 


558463 


2031.C04.gz43_266128 


F 


M00055138A:E08 


UC2-ColonMetLiver 


4867 


211273 


2031.104.gz43_266134 


F 


M00055146A:B12 


UC2-ColonMetLiver 


4868 


468257 


2031.N04.gz43_266139 


F 


M00055152D.C03 


UC2-ColonMetLiver 


4869 


558768 


2031.B05.gz43_266143 


F 


M00055136D:D09 


UC2-ColonMetLiver 


4870 


561245 


2031.G05.gz43_266148 


F 


M00055144A:A11 


UC2-CoIonMetLiver 


4871 


557783 


2031.K05.gz43_266152 


F 


M00055149B:F09 


UC2*ColoiiMetLiver 


4872 


549930 


2031.O05.gz43_266156 


F 


M00055154D:F06 


UC2-ColonMetLiver 
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WO 02/14500 
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Table 2 



Us 

IN v/ 




Sty INAJvLb 


TSJT 
IN L 


LLUINi} ID 


T TDT3 A DV 
LrliJKAKY 


4873 


558619 


2O31.C06.gz43_266160 


F 


M00055138A:G08 


UC2-ColonMetLiver 


4874 


450630 


203 1 .G06.gz43_266164 


F 


M00055144A:E09 


UC2-ColoaMetLiver 


4875 


524721 


2031.O06.gz43_266172 


F 


M00055154D:G12 


UC2-ColonMetLiver 


4876 


561624 


2031.P06.gz43_266173 


F 


M00055156A:D02 


UC2-ColonMetLiver 


4877 


497493 


2031.N07.gz43_266187 


F 


M00055152D:H09 


UC2-ColonMetLiver 


4878 


490846 


2031.M08.gz43_266202 


F 


M00055152A:B05 


UC2-ColonMetLiver | 


4879 


558645 


2031.P08.gz43_266205 


F 


M00055156B:C11 


UC2-ColonMetLiver 


4880 


553969 


2031.D09.gz43_266209 


F 


M00055139B:E10 


UC2-ColonMetLiver 


4881 


558007 


2031.P09.gz43_266221 


F 


M00055156C:A08 


UC2-ColonMetLiver 


4882 


550047 


2031.B10.gz43_266223 


F 


M00055137A:E05 


UC2-ColonMetLiver 


4883 


562000 


2031.110.gz43_266230 


F 


M00055146B:E09 


UC2-ColonMetLiver 


4884 


160289 


2031.L10.gz43_266233 


F 


M00055150D:C06 


UC2-Co!onMetLiver 


4885 


27586 


2031.Cll.gz43_266240 


F 


M00055138B:H12 


UC2-ColonMetLiver 


4886 


558230 


2031.Dll.gz43_266241 


F 


M00055139B:G03 


UC2-ColonMetLiver 


4887 


549739 


2031.M12.gz43_266266 


F 


M00055152A:E09 


UC2-ColonMetLiver 


4888 


561558 


2031.P12.gz43_266269 


F 


M00055156C:D06 


UC2-ColonMetLiver 


4889 


556630 


2031.B14.gz43_266287 


F 


M00055137B:B11 


UC2-ColonMetLiver 


4890 


561178 


2031.P15.gz43_266317 


F 


M00055156D:A02 


UC2-ColonMetLiver 


4891 


558477 


2031.B16.gz43_266319 


F 


M00055137B:F12 


UC2-ColonMetLiver 


4892 


557250 


2031.M16.gz43_266330 


F 


M00055152B:A03 


UC2-CoIonMetLiver 


4893 


556288 


2031.P17.gz43_266349 


F 


M00055157A:B04 


UC2-ColonMetLiver 


4894 


610893 


2031.L18.gz43_266361 


F 


M00055151A:F10 


UC2-ColonMetLiver 


4895 


557708 


2031.O24.gz43_266460 


F 


M00055155D:B02 


UC2-ColonMetLiver 


4896 


562881 


2032.E01.gz43_266466 


F 


M00055162A:B03 


UC2-ColonMetLiver 


4897 


494198 


2032.L01.gz43_266473 


F 


M00055170D:B09 


UC2-ColonMetLiver 


4898 


551475 


2032.O01.gz43_266476 


F 


M00055177A:F05 


UC2-ColonMetLiver 


4899 


558720 


2032.K02.gz43_266488 


F 


M00055169D:A11 


UC2-ColonMetLiver 


4900 


2435 


2032.E03.gz43_266498 


F 


M00055162A:C12 


UC2-ColonMetLiver 


4901 


559464 


2032.104.gz43_266518 


F 


M00055166D:F02 


UC2-ColonMetLiver 


4902 


559389 


2032.A05.gz43_266526 


F 


M00055157C:C11 


UC2-ColonMetLiver 


4903 


559562 


2032.H05.gz43_266533 


F 


M00055165B.G09 


UC2-ColonMetLiver 


4904 


402799 


2032.M05.gz43_266538 


F 


M00055172A:C09 


UC2-ColonMetLiver 


4905 


557316 


2032J06.gz43_266551 


F 


M00055168B:F11 


UC2-ColonMetLiver 


4906 


557209 


2O32.K06.gz43_266552 


F 


M00055170A:A09 


UC2-ColonMetLiver 


4907 


554604 


2032.M06.gz43_266554 


F 


M00055172A:F03 


UC2-ColonMetLiver 


4908 


558917 


2032.H07.gz43_266565 


F 


M00055165C:H08 


UC2-ColonMetLiver 


4909 


493261 


2032.107 .gz43_266566 


F 


M00055167AA02 


UC2-ColonMetLiver 


4910 


558755 


2032.K07.gz43_266568 


F 


M00055170A:All 


UC2-ColonMetLiver 


4911 


558900 


2032.M09.gz43_266602 


F 


M00055l72B:B04 


UC2-ColonMetLiver 


4912 


553537 


2032.C10.gz43_266608 


F 


M00055l60C:D02 


UC2-ColonMetLiver 


4913 


561413 


2032.E10.gz43_266610 


F 


M00055l62B:B04 


UC2-ColonMetLiver 


4914 


561876 


2032.F10.gz43 266611 


F 


M00055l63B:F07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


:lustef 


SEQ NAME 


0RIE 
NT 


CLONE IP 


LIBRARY 


401 S 


j j j ty i 


2032 H10 bz43 266613 


F 


M00055165D:C03 


UC2-ColonMetLiver 






2032 Gil ez43 266628 


F 


M00055164C:C10 


UC2-ColonMetLiver 


4017 


^6191 1 
J\j 1711 


9032 B12 ez43 266639 


F 


M00055159B:G09 


UC2-ColonMetLivear 


401 8 


«7Q61 

JJ /"Ol 


9079T12p743 266646 


F 


M00055167B:A08 


UC2-ColonMetLiver 


4010 


JJOU.tir 


9032 TCI 2 ez43 266648 


F 


M00055170B:B06 


UC2-ColonMetLiver . 


4090 




2032 M12 ez43 266650 


F 


M00055172B:H07 


UC2-ColonMetLiver 


4091 


41 


2032 115 ez43 266694 


F 


M00055167B:H07 


UC2-ColonMetLiver 


4099 


SSQ057 
jjy\jj i 


2032M15ez43 266698 


F 


M00055172D:D04 


UC2-ColonMefl,iver 


4097 


91 S005 


9039 TM 6 pz43 266703 


F 


M00055159C:B02 


UC2-ColonMetLiver 


4094 


S56S49 


903?M16pz43 266714 


F 


M00055172D:D07 


UC2-ColonMetLiver 


409^ 


f 69Q8Q 

JDZ705' 


9079 017 oz43 266732 


F 


M00055177D:F07 


UC2-ColonMetLiver 


4yzo 


704779 
.jy** / /Z 


9079 A 10^743 266750 


F 


M00055158D:C01 


UC2-ColonMetLiver 


4097 


^7877 


9079 F19 C743 266754 


F 


M00055162CE12 


UC2-ColonMetLiver 


4yzs 


CCQQCO 
JJOOJO 


9079 T10 o743 266758 

ZV/0Z.lx7.g£*t-J <fcUU / JO 


F 


M00055167DB05 


UC2-ColonMetLiver 


4yzy 


«075* 


9079 T10 o747 96675Q 

ZUjZ.J IJr.gZrr J_.£UO / J7 


F 


M00055169BF04 


UC2-ColonMetLiver 


4y3U 




9079 M10 o?47 966769 
ZU J Z JVx 1 7 .gZ*r j^aOO / 


F 


M00055172DF12 


UC2-ColonMetL<iver 


A Q1 1 




9079 F90 crr47 966770 


F 


M00055162CG03 


UC2-ColonMetLiver 


/1O70 




9079 O90 »v47 966780 
ZUjZ.WZv.gZHj__AO\J / OU 


F 


M00055178A-C07 


UC2-ColonMetLiver 


*\ySS 


DDI JU / 


9079 P91 ot47 966784 


F 


M00055161A:C02 


UC2-ColonMetLiver 


A Oil A 




9079 F99 0-747 966809 
zujZ.JCrZZ.gzHO_zooov;z 


F 


M00055162DB01 


UC2-ColonMetLiver 




jDyUoo 


9079 H99 ot47 966819 

ZUOZ. vrZZ.gZHJ ZUvOiZ 


F 

X 


M00055178AD03 


UC2-ColonMetLiver 


4936 


!>!)o3yD 


9H79 P97 ot47 966816 
ZU3Z.VxZ^.gZ*l , J_ZDDO ID 


V 
r 


M00055161AE05 


UC2-ColonMetLiver 


493 / 


44/3oO 


9079 "TI97 cr-747 966817 


F 

JL 


M00055161D # H03 


UC2-ColonMetLiver 


493 o 


4jUDdo 


9H79 T 97 o«747 96689^ 
ZUJZ.J-/ZJ .gZH J ZDOoZJ 


V 

JT 


M00055171CC01 


UC2-ColonMetLiver 


a did 
493 y 


^ A1 G1 9 


9079 F94 (t-747 966874 


F 

X 


M00055162DG04 


UC2-ColonMetLiver 


4y4U 


*^07fiO 


9079 H94 U743 266836 


F 


M00055165A:F05 


UC2-ColonMetLiver 


AQA 1 


3 J jZUZ 


9079 M94 a^43 966847 


F 


M00055174A:H12 


UC2-ColonMetLiver 


4y4Z 


^07^9 
DDy fDZ 


9079 "W94 a743 266843 


F 


M00055176D:H01 


UC2-ColonMetLiver 


AQ47 


47851 1 
*T / oj X 1 


9041 R01 ff743 266847 


F 


M00055181B:A10 


UC2-ColonMetLiver 


4044 


456517 


9041 D01 az43 266849 


F 


M00055183AC06 


UC2-ColonMetLiver 


4045 


5578Q5 

J*J / 07J 


9041 1401 P743 266853 


F 


M00055187D:G11 


UC2-ColonMetLiver 




561 075 

iy id 


9041 A09 P743 266862 


F 


M00055179A:G08 


UC2-ColonMetLiver 


4y4 / 


55771 A 
jj / / 14 


9041 H09 Q747 96686^ 


F 

JT 


M00055183AE10 


UC2-ColonMetLiver 


4048 
4y4o 


550874 


9041 K09 P743 266872 


F 

X 


M00055192C:E04 


UC2-ColonMetLiver 


AQAQ 


€-301/19 

Djyl'tZ 


9041 I 0? &743 266873 


F 

X 


M00055193C:C11 


UC2-ColonMetLiver 


4950 


549911 


2041.M02.gz43 266874 


F 


M00055194D:C05 


UC2-ColonMetLiver 


4951 


561830 


2041.N02.gz43_266875 


F 


M00055195CJH05 


UC2-ColonMetLiver 


4952 


479851 


2041.A03.gz43_266878 


F 


M00055179A:H11 


UC2-ColonMetLiver 


4953 


549472 


2041.B03.gz43 266879 


F 


M00055181B:E06 


UC2-ColonMetLiver 


4954 


561687 


2041.F03.gz43J266883 


F 


M00055185D:A02 


UC2-ColonMetLiver 


4955 


504880 


2041.L03.gz43 266889 


F 


M00055193C:E10 


UC2-ColonMetLiver 


4956 


558212 


2041.E04.gz43_266898 


F 


M00055184C:C07 


UC2-ColonMetLiver 
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BNSDOCID: <W0 02W600A2.L> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4957 


559050 


2041.A05.gz43_266910 


F 


M00055179B:D05 


UC2-ColonMetLiver 


4958 


554520 


2041.C05.gz43_266912 


F 


M00055182A:D07 


UC2-ColonMetLiver j 


4959 


409612 


2041.E05.gz43_266914 


F 


M00055184C:D02 


UC2-ColonMetLiver 


4960 


488613 


2041.J05.gz43_266919 


F 


M00055191B:A10 


UC2-ColonMetLiver 


4961 


558326 


2041.K05.gz43_266920 


F 


M00055192C:H06 


UC2-ColonMetLiver 


4962 


555394 


2041.F06.gz43_266931 


F 


M00055185D:D11 


UC2-ColonMetLiver 


4963 


559610 


2041.H06.gz43_266933 


F 


M00055188A:G11 


UC2-ColonMetLiver 


4964 


560080 


2041.106.gz43_266934 


F 


M00055189B:B12 


UC2-ColonMetLiver 


4965 


555742 


2041.N06.gz43_266939 


F 


M00055195D:B10 


UC2-ColonMetLiver 


4966 


460727 


2041.P06.gz43_266941 


F 


M00055198A:E05 


UC2-ColonMetLiver 


4967 


476199 


2041.B07.gz43_266943 


F 


M00055181C:B07 


UC2-ColonMetLiver 


4968 


516484 


2041.G07.gz43_266948 


F 


M00055187A:F02 


UC2-ColonMetLiver 


4969 


187704 


2041.H07.gz43_266949 


F 


M00055188A:H10 


UC2-ColonMetLiver 


4970 


559000 


2041.A08.gz43_266958 


F 


M00055179B:G07 


UC2-ColonMetLiver 


4971 


553002 


2041.B08.gz43_266959 


F 


M00055181C:B12 


UC2-ColonMetLiver 


4972 


226324 


2041.C08.gz43_266960 


F 


M00055182B:C07 


UC2-ColonMetLiver 


4973 


562840 


2041.D08.gz43_266961 


F 


M00055183C:A02 


UC2-ColonMetLiver 


4974 


561513 


2041.E08.gz43_266962 


F 


M00055184C:F01 


UC2-ColonMetLiver 


4975 


477046 


2041.F08.gz43_266963 


F 


M00055185D:F07 


UC2-ColonMetLiver 


4976 


492627 


2041.G08.gz43_266964 


F 


M00055187A:F06 


UC2-ColonMetLiver 


4977 


559262 


2041.H08.gz43_266965 


F 


M00055188B:E06 


UC2-ColonMetLiver 


4978 


561513 


2041.B09.gz43_266975 


F 


M00055181C:C09 


UC2-ColonMetLiver 


4979 


556632 


2041.C09.gz43_266976 


F 


M00055182B:F05 


UC2-ColonMetLiver 


4980 


552629 


2041.G09.gz43_266980 


F 


M00055187A:G02 


UC2-ColonMetLiver 


4981 


549304 


2041.M09.gz43_266986 


F 


M00055195A:B08 


UC2-ColonMetLiver 


4982 


550652 


2041.N09.gz43_266987 


F 


M00055195D:E11 


UC2-ColonMetLiver 


4983 


490154 


2041.P09.gz43_266989 


F 


M00055198B:H08 


UC2-ColonMetLiver 


4984 


559383 


2041.A10.gz43_266990 


F 


M00055179C:F11 


UC2-ColonMetLiver 


4985 


502343 


2041.F10.gz43_266995 


F 


M00055185D:H01 


UC2-ColonMetLiver 


4986 


413915 


2041.110.gz43_266998 


F 


M00055189C:C01 


UC2-ColonMetLiver 


4987 


495591 


2041.L10.gz43_267001 


F 


M00055194A:A01 


UC2-ColonMetLiver 


4988 


481231 


2041.O10.gz43_267004 


F 


M00055196D:F07 


v UC2-ColonMetLiver 


4989 


559710 


2041.All.gz43_267006 


F 


M00055179C:H02 


UC2-ColonMetLiver 


4990 


562569 


2041.Bll.gz43_267007 


F 


M00055181C:D06 


UC2-ColonMetLiver 


4991 


552629 


2041.Fll.gz43_267011 


F 


M00055186A:D04 


UC2-ColonMetLiver 


4992 


560003 


2041.Kll.gz43_267016 


F 


M00055193A:A08 


UC2-ColonMetLiver 


4993 


550704 


2041.Mll.gz43_267018 


F 


M00055195A:C10 


UC2-ColonMetLiver 


4994 


562569 


2041.01 l.gz43_267020 


F 


M00055196D:H02 


UC2-ColonMetLiver 


4995 


561963 


2041.D12.gz43_267025 


F 


M00055183C:D07 


UC2-ColonMetLiver 


4996 


557867 


2041.F12.gz43_267027 


F 


M00055186A:E08 


UC2-ColonMetLiver 


4997 


143218 


2041.M12.gz43_267034 


F 


M00055195A:E07 


UC2-ColonMetLiver 


4998 


495074 


2041.N12.gz43j267035 


I F 


M00055196A:C04 


UC2-ColonMetLiver 
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BNSDOCID: <WO 0214500A2_L> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTEE 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


4999 


560213 


2041J13.gz43_267047 


F 


M00055191D:C05 


UC2-ColonMetLiver 


5000 


558413 


2041.L13.gz43J267049 


F 


M00055194A:E07 


UC2-ColonMetLiver 


5001 


551977 


2041.N13.gz43_267051 


F 


M00055196A:E01 


UC2-ColonMetLiver 


5002 


558582 


2041.E14.gz43_267058 


F 


M00055185A:G11 


UC2-ColonMetLiver 


5003 


549665 


2041.H14.gz43_267061 


F 


M00055188C:F08 


UC2-ColonMetLiver \ 


5004 


451544 


2041.K14.gz43_267064 


F 


M00055193A:C06 


UC2-ColonMetLiver 


5005 


450623 


2041.M14.gz43_267066 


F 


M00055195B:B09 


UC2-ColonMetLiver 


5006 


551855 


2041.G15.gz43_267076 


F 


M00055187C:C02 


UC2-ColonMetLiver 


5007 


2284 


2041.115.gz43_267078 


F 


M00055190A:A05 


UC2-ColonMetLiver 


5008 


559883 


2041.J15.gz43_267079 


F 


M00055192A:A09 


UC2-ColonMetLiver 


5009 


614369 


2041.M15.gz43_267082 


F 


M00055195B:C04 


UC2-ColonMetLiver 


5010 


553237 


2041.N15.gz43_267083 


F 


M00055196A:H07 


UC2-ColonMetLiver 


5011 


559883 


204 1 .El 6.gz43_267090 


F 


M00055185B:B01 


UC2-ColonMetLiver i 


5012 


481136 


2041.F16.gz43_267091 


F 


M00055186C:A02 


UC2-ColonMetLiver 


5013 


559885 


2041.O16.gz43_267100 


F 


M00055197B:A10 


UC2«ColonMetLiver 


5014 


551415 


2041.P16.gz43_267101 


F 


M00055198D:A12 


UC2-ColonMetLiver 


5015 


561351 


2041.B17.gz43_267103 


F 


M00055181C:H01 


UC2-ColonMetLiver 


5016 


556881 


2041.C17.gz43_267104 


F 


M00055182C:E09 


UC2-ColonMetLiver 


5017 


549588 


2041.G17.gz43_267108 


F 


M00055187C:E07 


UC2-ColonMetLiver 


5018 


365634 


2041.N17.gz43_267115 


F 


M00055196B:A09 


UC2-ColonMetLiver 


5019 


556343 


2041.P17.gz43_267117 


F 


M00055198D:B08 


UC2<:olonMetLiver 


5020 


624044 


2041.K18.gz43_267128 


F 


M00055193B:A08 


UC2-ColonMetLiver 


5021 


562336 


2041.N18.gz43_267131 


F 


M00055196B:C06 


UC2-CoIonMetLiver 


5022 


557935 


2041.D19.gz43_267137 


F 


M00055184A:G02 


UC2-ColonMetLiver 


5023 


557298 


204 1 .Gl 9.gz43_267 1 40 


F 


M00055187D:A08 


UC2-ColonMetLiver 


5024 


559146 


2041.H19.gz43_267141 


F 


M00055188D:D05 


! UC2-ColonMetLiver 


5025 


455814 


204LI19.gz43_267142 


F 


M00055190A:F11 


UC2-ColonMetLiver 


5026 


549829 


2041.A20.gz43_267150 


F 


M00055181A:E01 


UC2~ColonMetLiver 


5027 


473742 


2041.B21.gz43_267167 


F 


M00055181D:D05 


UC2-ColonMetLiver 


5028 


559333 


2041.C21.gz43_267168 


F 


M00055182D:E06 


UC2-ColonMetLiver 


5029 


559825 


2041.H21.gz43_267173 


F 


M00055188D:H03 


UC2-ColonMetLiver 


5030 


625988 


204 1 . 02 1 .gz43_267 1 80 


F 


M00055197C:D10 


UC2-ColonMetLiver 


5031 


491260 


2041.P21.gz43_267181 


F 


M00055198D:G03 


UC2-ColonMetLiver 


5032 


557644 


2041.A22.gz43_267182 


F 


M00055181A:G02 


UC2-ColonMetLiver 


5033 


411113 


2041.E22.gz43_267186 


F 


M00055185CB01 


UC2-ColonMetLiver 


5034 


557961 


2041.C23.gz43_267200 


F 


M00055182D:H08 


UC2-ColonMetLiver 


5035 


559194 


204LA24.gz43j267214 


F 


M00055181A:H01 


UC2-ColonMetLiver 


5036 


558463 


2041.H24.gz43 267221 


F 


M00055189A:C11 


UC2-ColonMetLiver 


5037 


560859 


204LI24.gz43 267222 


F 


M00055190C:G08 


| UC2-ColonMetLiver 


5038 


456697 


204LN24.gz43_267227 


F 


M00055196C:B07 


UC2-ColonMetLiver 


5039 


559127 


2054.E01.gz43 267234 


! F 


M00055288B:D01 


UC2-CoIonMetLiver 


5040 


559460 


2054.L01.gz43 267241 


F 


M00055300C:F11 


UC2-ColonMetLiver 
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.0214S00A2J_> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


:lustef 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5041 


624133 


2054.M03.gz43_267274 


F 


M00055302B:B10 


UC2-ColonMetLiver 


5042 


1079 


2054.M05.gz43_267306 


F 


M00055302B:F07 


UC2-ColonMetLiver 


5043 


559113 


2054.A07.gz43_267326 


F 


M00055282A:A01 


UC2-ColonMetLiver 


5044 


500337 


2054.J13.gz43_267431 


F 


M00055297D:C02 


UC2-ColonMetLiver 


5045 


558730 


2054.E14.gz43_267442 


F 


M00055288DA03 


UC2-ColonMetLiver 


5046 


561779 


2054.114.gz43_267446 


F 


M00055296AC05 


UC2-ColonMetLiver 


5047 


397581 


2054.H17.gz43_267493 


F 


M00055294B:C03 


UC2-ColonMetLiver 


5048 


560420 


2054.O18.gz43_267516 


F 


M00055305C:D08 


UC2-ColonMetLiver 


5049 


559728 


2054.C19.gz43_267520 


F 


M00055286A:H08 


UC2-ColonMetLiver 


5050 


559531 


2054.H20.gz43_267541 


F 


M00055294B:G01 


UC2-ColonMetLiver 


5051 


23961 


2054.K20.gz43_267544 


F 


M00055300AB06 


UC2-ColonMetLiver 


5052 


558446 


2054.121.gz43_267558 


F 


M00055296C:E08 


UC2-ColonMetLiver 


5053 


562236 


2055.K01.gz43_267624 


F 


M00055323DA12 


UC2-ColonMetLiver 


5054 


559776 


2055.N01.gz43_267627 


F 


M00055330D:H12 


UC2-ColonMetLiver 


5055 


559574 


2055.JO4.gz43_267671 


F 


M00055322CG11 


UC2-ColonMetLiver 


5056 


558890 


2055 .105 .gz43_267686 


F 


M00055321B:B10 


UC2-ColonMetLiver 


5057 


552673 


2055.J05.gz43_267687 


F 


M00055322DAO1 


UC2-ColonMetLiver 


5058 


446900 


2055.J07.gz43_267719 


F 


M00055322D.C12 


UC2-ColonMetLiver 


5059 


559112 


2055.C08.gz43_267728 


F 


M00055312AD11 


UC2-ColonMetLiver 


5060 


440707 


2055.C09.gz43_267744 


F 


M00055312A:E10 


UC2-ColonMetLiver 


5061 


555359 


2055.F12.gz43_267795 


F 


M00055317C:D04 


UC2-ColonMetLiver 


5062 


472188 


2055.P12.gz43_267805 


F 


M00055335DA03 


UC2-ColonMetLiver 


5063 


617813 


2055.E13.gz43_26781O 


F 


M00055315CA09 


UC2-CoIonMetLiver 


5064 


559027 


2055.113.gz43_267814 


F 


M00055321D:C12 


UC2-ColonMetLiver 


5065 


448677 


2055.K13.gz43_267816 


F 


M00055324C:H10 


UC2-ColonMetLiver 


5066 


555277 


2055.K15.gz43_267848 


F 


M00055324D:B02 


UC2-ColonMetLiver 


5067 


560538 


2055.O16.gz43_267868 


F 


M00055334C:E11 


UC2-ColonMetLiver 


5068 


560369 


2055.D17.gz43_267873 


F 


M00055313D:E10 


UC2-ColpnMetLiver 


5069 


559794 


2055.G19.gz43_267908 


F 


M00055319B:H06 


UC2-ColonMetLiver 


5070 


138470 


2055.B20.gz43_267919 


F 


M00055310B:E02 


UC2-ColonMetLiver 


5071 


558105 


2055.H20.gz43_267925 


F 


M00055320D:E09 


UC2-ColonMetLiver 


5072 


473343 


2055.K21.gz43_267944 


F 


M00055325AE12 


UC2-ColonMetLiver 


5073 


554176 


2055.O21.gz43_267948 


F 


M00055334DcG07 


UC2-ColonMetLiver 


5074 


477757 


2055.E22.gz43_267954 


F 


M00055316B:B10 


UC2-ColonMetLiver i 


5075 


553709 


2055.G22.gz43_267956 


F 


M00055319C:C03 


UC2-ColonMetLiver \ 


5076 


554585 


2055.K22.gz43_267960 


F 


M00055325AH02 


UC2-CoIonMetLiver 


5077 


451429 


2055.N22.gz43_267963 


F 


M00055333C:F12 


UC2-ColonMetLiver 


5078 


551811 


2055.A23.gz43_267966 


F 


M00055308D:C09 


UC2-ColonMetLiver 


5079 


62458 


2055.C23.gz43_267968 


F 


M00055312DA09 


UC2-ColonMetLiver 


5080 


551912 


2055.D23.gz43_267969 


F 


M00055314B:G07 


UC2-ColonMetLiver 


5081 


552857 


2055.G23.gz43_267972 


F 


M00055319C:C07 


UC2-ColonMetLiver 


5082 


555349 


2055.N23.gz43_267979 


F 


M00055333C:H07 


UC2-ColonMetLiver 
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BNSDOCID: <WO 0214500A2J_> 



WO 02/14500 PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5083 


560259 


2056.F01.gz43_268003 


F 


M00055343D:C12 


UC2-ColonMetLiver 


5084 


550063 


2056.G01.gz43_268O04 


F 


M00055344D:A09 


UC2-ColonMetLiver 


5085 


560544 


2056.M01.gz43_268010 


F 


M00055352B:E06 


UC2-ColonMetLiver 


5086 


561108 


2056.P01.gz43_268013 


. F 


M00055356C:H02 


UC2-ColonMetLiver 


5087 


512014 


2056.L02.gz43_268025 


F 


M00055351B-.H12 


UC2-ColonMetLiver 


5088 


627386 


2056.D03.gz43_268033 


F 


M00055341CF04 


UC2-ColonMetLiver 


5089 


561124 


2056.E03.gz43_268034 


F 


M00055342C.H06 


UC2-ColonMetLiver 


5090 


418482 


2056.H03.gz43_268037 


F 


M00055346A:E12 


UC2-ColonMetLiver 


5091 


558562 


2056.A04.gz43_268046 


F 


M00055336D:B03 


UC2-ColonMetLiver 


5092 


551912 


2056.B04.gz43_268047 


F 


M00055338C:F03 


UC2-ColonMetLiver 


5093 


552669 


2056.D04.gz43_268049 


F 


M00055341C.-G12 


UC2-ColonMetLiver 


5094 


559857 


2056.J04.gz43_268055 


F 


M00055348DA01 


UC2-ColonMetLiver 


5095 


557372 


2056.MO4.gz43_268058 


F 


M00055352B:H05 


UC2-ColonMetLiver 


5096 


558182 


2056.N04.gz43_268059 


F 


M00055354AA01 


UC2-CoIonMetLiver 


5097 


552430 


2056.B05.gz43_268063 


F 


M00055338C:G04 


UC2-ColonMetLiver 


5098 


560932 


2056.F05.gz43_268067 


F 


M00055343D:G03 


UC2-ColonMetLiver 


5099 


559049 


2056.G05.gz43_268068 


F 


M00055345A:D05 


UC2-ColonMetLiver 


5100 


449405 


2056.C06.gz43_268080 


F 


M00055340B:C03 


UC2-ColonMetLiver 


5101 


558769 


2056.G06.gz43_268084 


F 


M00055345B-.B03 


UC2-ColonMetLiver 


5102 


556216 


2056.K06.gz43_268088 


F 


M00055350A-.F01 


UC2-ColonMetLiver 


5103 


553591 


2056.M06.gz43_268090 


F 


M00055352CA07 


UC2-ColonMetLiver 


5104 


561024 


2056.B07.gz43_268095 


F 


M00055338C:H06 


UC2-ColonMetLiver 


5105 


560652 


2056.C07.gz43_268096 


F 


M00055340B:E06 


UC2-ColonMetLiver 


5106 


559296 


2056.F07.gz43_268099 


F 


M00055343D:H04 


UC2-ColonMetLiver 


5107 


560174 


2056.P07.gz43_268109 


F 


M00055356D:C11 


UC2-ColonMetLiver 


5108 


552357 


2056.D08.gz43_268113 


F 


M00055341D:H07 


UC2-ColonMetLiver 


5109 


627139 


2056.E08.gz43_268114 


F 


M00055342D:F07 


UC2-ColonMetLiver 


5110 


509505 


2056.H08.gz43_268117 


F 


M00055346B:G03 


UC2-ColonMetLiver 


5111 


560369 


2056.C09.gz43_268128 


F 


M00055340C:D01 


UC2-ColonMetLiver 


5112 


559375 


2056.G09.gz43_268132 


F 


M00055345B.F03 


UC2-ColonMetLiver 


5113 


449927 


2056.K09,gz43_268136 


F 


M00055350B.B12 


UC2-ColonMetLiver 


5114 


449751 


2056.P10.gz43_268157 


F 


M00055357A.A09 


v UC2-ColonMetLiver 


5115 


560370 


2056.Cll.gz43_268160 


F 


M00055340D.D01 


UC2-ColonMetLiver 


5116 


561124 


2056.Ell.gz43_268162 


F 


M00055342D:H05 


UC2-ColonMetLiver 


5117 


549041 


2056.Jll.gz43_268167 


F 


M00055349A:F07 


UC2-ColonMetLiver 


5118 


560695 


2056.Kll.gz43_268168 


F 


M00055350B:D09 


UC2-ColonMetLiver 


5119 


471712 


2056.Nll.gz43_268171 


F 


M00055354AG11 


UC2-CoIonMetLiver 


5120 


448285 


2056.F12.gz43 268179 


F 


M00055344A:G11 


UC2-ColonMetLiver 


5121 


561068 


2056.N12.gz43_268187 


F 


M00055354A-.H08 


UC2-CoIonMetLiver 


5122 


562883 


2056.B13.gz43_268191 


F 


M00055339B:D10 


UC2-ColonMetLiver 


5123 


560717 


2056.C13.gz43 268192 


F 


M00055340D:F08 


UC2-ColonMetLiver 


5124 


560199 


2056.E13.gz43 268194 


F 


M00055343A:C09 


UC2-ColonMetLiver 
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SEQ 
ID 
NO 


CLUSTEP 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


5125 


618311 


2056.F13.gz43_268195 


F 


M00055344B:A12 


UC2-ColonMetLiver 


5126 


455379 


2O56.M13.gz43_268202 


F 


M00055353B:B09 


UC2-ColonMetLiver , 


5127 


471272 


2056.O13.gz43_268204 


F 


M00055356A:B06 


UC2-ColonMetLiver 


5128 


562576 


2056.D14.gz43_268209 


F 


M00055342A:E08 


:'UC2-ColonMetLiver 


5129 


626061 


2056.O14.gz43_268220 


F 


M00055356A:D04 


UC2-ColonMetLiver . 


5130 


558867 


2056.A15.gz43_268222 


F 


M00055337D:B10 


UC2-ColonMetLiver 


5131 


553875 


2056.K15.gz43_268232 


F 


M00055350C:G11 


UC2-ColonMetLiver 


5132 


556365 


2056.O15.gz43_268236 


F 


M00055356A:D09 


UC2-ColonMetLiver 


5133 


453004 


2056.A16.gz43_268238 


F 


M00O55338A:A02 1 


UC2-ColonMetLiver 


5134 


558653 


2056.C16.gz43_268240 


F 


M00055341B:A01 


UC2-ColonMetLiver 


5135 


560868 


2056.E16.gz43_268242 


F 


M00055343A.G03 


UC2-ColonMetLiver 


5136 


551305 


2056.G16.gz43_268244 


F 


M00055345D:A04 


UC2-ColonMetLiver 


5137 


559004 


2056.H16.gz43_268245 


F 


M00055347A:C03 


UC2-ColonMetLiver 


5138 


238146 


2056.N16.gz43_268251 


F 


M00055354C:C12 


UC2-ColonMetLiver 


5139 


559971 


2056.A17.gz43_268254 


F 


M00055338A:A03 


UC2-ColonMetLiver 


5140 


559963 


2056.117.gz43_268262 


F 


M00055348B:A02 


UC2-ColonMetLiver 


5141 


549781 


2056.01 7.gz43_268268 


F 


M00055356B:B04 


UC2-ColonMetLiver 


5142 


491240 


2056.F18.gz43_268275 


F 


M00055344C:C08 


UC2-ColonMetLiver 


5143 


559087 


2056.G18.gz43_268276 


F 


M00055345D:D01 


UC2-ColonMetLiver 


5144 


103123 


2056.118.gz43_268278 


F 


M00055348B:B05 


UC2-ColonMetLiver 


5145 


426698 


2056.MlS.gz43_268282 


F 


M00055353C:A05 


UC2-ColonMetLiver 


5146 


560254 


2056.C19.gz43_268288 


F 


M00055341B:C07 


UC2-ColonMetLiver 


5147 


403419 


2056.D19.gz43_268289 


F 


M00055342B:C08 


UC2-ColonMetLiver 


5148 


400047 


2056.E19.gz43_268290 


F 


M00055343C:B11 


UC2-ColonMetLiver 


5149 


559093 


2056.G19.gz43_268292 


F 


M00055345D:D12 


UC2-ColonMetLiver 


5150 


458618 


2056.J19.gz43_268295 


F 


M00055349C:G07 


UC2-ColonMetLiver 


5151 


558890 


2056.F20.gz43_268307 


F 


M00055344C:F09 


UC2-ColonMetLiver 


5152 


559246 


2056.G20.gz43_268308 


F 


M00055345D:E02 


UC2-ColonMetLiver 


5153 


562849 


2056.J20.gz43_268311 


F 


M00055349C:H12 


UC2-ColonMetLiver 


5154 


561116 


2056.A21.gz43_268318 


F 


M00055338A:H10 


UC2-ColonMetLiver 


5155 


558334 


2056.G21.gz43_268324 


F 


M00055345D:E05 


UC2-ColonMetLiver 


5156 


552258 


2056.122.gz43_268342 


F 


M00055348B:F05 


UC2-ColonMetLiver 


5157 


560311 


2056.K22.gz43_268344 


F 


M00055351A:C09 


UC2-ColonMetLiver 


5158 


560714 


2056.A23.gz43 268350 


F 


M00055338B:F06 


UC2-ColonMetLiver 


5159 


496460 


2056.D23.gz43_268353 


F 


M00055342C:E03 


UC2-ColonMetLiver 


5160 


487623 


2056.N23.gz43_268363 


F 


M00055355A:A10 


UC2-ColonMetLiver 


5161 


559806 


2056.F24.gz43_268371 


F 


M00055344C:H09 


UC2-ColonMetLiver 


5162 


560088 


2056.G24.gz43_268372 


F 


M00055346A:B01 


UC2-ColonMetLiver 


5163 


556011 


2056.J24.gz43 268375 


F 


M00055349D:F02 


UC2-CoIonMetLiver 


5164 


555095 


2056.L24.gz43 268377 


F 


M00055352B:E01 


UC2-ColonMetLiver 


5165 


558959 


2056.M24.gz43 268378 


F 


M00055353D:C05 


UC2-ColonMetLiver 


5166 


466887 


2065.M01.gz43 268394 


F 


M00055373C:F05 


UC2-ColonMetLiver 
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Table 2 



SEQ 

ro 

NO 


CLUSTER 


SEQ NAME 


ORJE 
NT 


CLONE ID 


LIBRARY 


5167 


495799 


2065.C02.gz43_268400 


F 


M00055360C:C05 


UC2-ColonMetLiver 


5168 


550562 


2065.E02.gz43_268402 


F 


M00055363A.F07 


UC2-ColonMetLiver 1 


5169 


523606 


2065 .H02.gz43_268405 


F 


M00055367D:A05 


UC2-ColonMetLiver 


5170 


549163 


2065 .J02.gz43_268407 


F 


M00055370B:F07 


UC2-ColonMetLiver 


5171 


562844 


2065 P02 ez43 268413 


F 


M00055377B:E10 


UC2-ColonMetLiver 


5372 


636651 


2065 F03 ez43 268419 


F 


M00055364D:E09 


UC2-ColonMetLiver 


5173 


543323 


2065 M03 ez43 268426 


F 


M00055373C:H10 


UC2-ColonMetLiver 


5174 


556416 


2065 L04 ez43 268441 


F 


M00055372DC11 


UC2-ColonMetLiver 


5175 


498509 


2065 M04 ez43 268442 


F 


M00055373DB08 


UC2-ColonMetLiver 


5176 


376726 


2065 N04 ez43 268443 


F 


M00055374C:F01 


UC2-ColonMetLiver 


5177 


559696 


2065 D05 ez43 268449 


F 


M00055361DH12 


UC2-ColonMetLiver 


5178 


484748 


2065 K05 ffz43 268456 

XiVUa/ ,lwt/ 'C3 <fc«W U1JV 


F 


M00055371DB08 


UC2-ColonMetLiver 


J X 1 7 


561229 


2065 O05 ez43 268460 


F 


M00055376A'A08 


UC2-ColonMetLiver 


5180 


627297 


2065 A06 ffz43 268462 


F 


M00055358AF09 


UC2-ColonMetLiver 


5181 


456469 


7065 T06 frz43 268464 


F 


M00055360CG11 


UC2-ColonMetLiver 


5182 


552031 


2065 J06 ez43 268471 


F 


M00055370C-D02 


UC2-CoIonMetLiver 


5183 

-J X OJ 


527410 


2065 G07 ffz43 268484 


F 


M00055366DG10 


UC2-ColoiiMetLiver 


5184 

J lot 


556959 


2065 107 ez43 268486 


F 


M00055369AH08 


UC2-ColonMetLiver 


5185 


501534 


2065 B0R pz43 268495 


F 


M00055359C-H09 


UC2*ColoiiIVletLiver 


5 1 R6 


91178 

711 / O 


2065 E08 cz43 268498 


F 


M00055363C-E02 


UC2-ColonMetLiver 


5187 


461325 


2065 P08 ez43 268509 


F 


M00055377C-G01 


UC2-ColonMetLiver 


5188 


561485 


2065 A09 ez43 268510 


F 


M00055358BC01 


UC2-CoIonMetLiver 


5189 


557783 


2065 109 cz43 268518 


F 


M00055369CD04 


UC2-ColonMetLiver 


5190 


474580 


2065 009 ez43 268524 


F 


M00055376B:A03 


UC2-ColonMetLiver 


5191 

X ^ X 


450637 


2065 P09 ez43 268525 


F 


M00055377C:H08 


UC2-ColonMetLiver 


5192 


504167 


2065N10ez43 268539 


F 


M00055374DC09 


UC2-ColonMetLiver 


5193 


561279 


2065 010 ez43 268540 


F 


M00055376B:A11 


UC2-ColonMetLiver 


5194 


451 124 

*tJ X 1A*T 


2065 Bll ez43 268543 


F 


M00055359D-C12 


UC2-ColonMetLiver , 


5195 


558412 


2065 Dll ez43 268545 


F 


M00055362CB06 


UC2-ColonMetLiver 


5196 


558334 


2065 Fll bz43 268547 


F 


M00055365CD12 


UC2-ColonMetLiver 


5197 

<J X? 1 


552265 


2065 Kll ez43 268552 


F 


M00055372AH02 


UC2-ColonMetLiver 


5198 


555796 


2065 Mil ez43 268554 


F 


M00055374A'B11 


UC2-ColonMetLiver 


5199 
j xyy 


558507 


2065 Nl 1 ez43 268555 


F 


M00055374DF10 


UC2-ColonMetLiver 

w/ V>XV v/Vlvlli tJ-WUXVa T WX 


5700 


453846 


2065 Oil ez43 268556 


F 


M00055376BB01 


UC2-CoIonMetLiver 


5201 


556430 


2065.G12.gz43_268564 


F 


M00055367A:B11 


UC2-CoIonMetLiver 


5202 


549984 


2065.J12.gz43_268567 


F 


M00055370D:F06 


UC2-ColonMetLiver 


5203 


561825 


2065.F13.gz43_268579 


F 


M00055365C:F11 


UC2-ColonMetLiver 


5204 


560959 


2065J13.gz43_268583 


F 


M00055370D:H07 


UC2-ColonMetLiver 


5205 


636876 


2065.M13.gz43_268586 


F 


M00055374A:E01 


UC2-ColonMetLiver 


5206 


562801 


2065.P13.gz43J268589 


F 


M00055377D.F12 


UC2-ColonMetLiver 


5207 


559675 


2065.D14.gz43 .268593 


F 


M00055362C:G08 


UC2-ColonMetLiver 


5208 


632260 


2065.K14.gz43 268600 


F 


M00055372B:E01 


UC2-ColonMetLiver 
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SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORBB 
NT 


CLONE ID 


LIBRARY 


5209 


490308 


2065X14.gz43_268601 


F 


M00055373B:A09 


UC2-CobnMetLiver 


5210 


559828 


2065.B15.gz43_268607 


F 


M00055359D-.H02 


UC2-ColonMetLiver 


5211 


559022 


2O65.C15.gz43_268608 


F 


M00055361A:C01 


UC2-ColonMetLiver 


5212 


•556850 


2065.F15.gz43_268611 


F 


M00055366A:B04 


UC2-ColonMetLiver 


5213 


508515 


2065.J15.gz43_268615 


F 


M00055371A:B05 


UC2-ColonMetLiver 


5214 


465610 


2065.A17.gz43_268638 


F 


M00055358D:G04 


UC2-ColonMetLiver 


5215 


463304 


2065.E17.gz43_268642 


F 


M00055364B:D01 


UC2-ColonMetLiver 


5216 


551551 


2065.F17.gz43_268643 


F 


M00055366A:H08 


UC2-ColonMetLiver 


5217 


559963 


2065.E18.gz43_268658 


F 


M00055364B:E10 


UC2-ColonMetLiver 


5218 


562027 


2065.J18.gz43_268663 


F 


M00055371A:H10 


UC2-ColonMetLiver 


5219 


561868 


2065.K18.gz43_268664 


F 


M00055372B-.F11 


UC2-ColonMetIiver 


5220 


561610 


2065.J19.gz43_268679 


F 


M00055371B:D01 


UC2-ColonMetLiver 


5221 


562565 


2065.M19.gz43_268682 


F 


M00055374B:D05 


UC2-ColonMetLiver 


5222 


235456 


2065.P19.gz43_268685 


F 


M00055378A:B12 


UC2-ColonMetLiver 


5223 


553615 


2065.C20.gz43_268688 


F 


M00055361B.F12 


UC2-ColonMetLiver 


5224 


534054 


2065.E20.gz43_268690 


F 


M00055364C.B08 


UC2-ColonMetLiver 


5225 


511746 


2065.F20.gz43_268691 


F 


M00055366B:C04 


UC2-ColonMetLiver 


5226 


559495 


2065.A21.gz43_268702 


F 


M00055359B:F03 


UC2-ColonMetLiver 


5227 


559675 


2065.C21.gz43_268704 


F 


M00055361B:G08 


UC2-ColonMetLiver 


5228 


553705 


2065 J21.gz43_268711 


F 


M00055371B-.F01 


UC2-ColonMetLiver 


5229 


559764 


2065.M21.gz43_268714 


F 


M00055374B:F06 


UC2-ColonMetLiver 


5230 


482090 


2065.N21.gz43_268715 


F 


M00055375B:H02 


UC2-ColonMetLiver 


5231 


562459 


2065.C22.gz43_268720 


F 


M00055361C:E05 


UC2-ColonMetLiver 


5232 


553904 


2065.K22.gz43_268728 


F 


M00055372C.E03 


UC2-ColonMetLiver 


5233 


555878 


2065.N22.gz43_268731 


F 


M00055375B:H07 


UC2-ColonMetLiver 


5234 


559676 


2065.A23.gz43_268734 


F 


M00055359B:G09 


UC2-ColonMetLiver 


5235 


505971 


2065.F23.gz43_26873.9 


F 


M00055366C:B11 


UC2-ColonMetLiver 


5236 


62458 


2065.H23.gz43_268741 


F 


M00055368D:E03 


UC2-ColonMetLiver 


5237 


207099 


2065. 023 .gz43_268748 


F 


M00055377A:B11 


UC2-ColonMetLiver 


5238 


491635 


2065.A24.gz43_268750 


F 


M00055359B:H07 


UC2-ColonMetLiver 


5239 


32021 


2065.D24.gz43_268753 


F 


M00055363A:D02 


UC2-ColonMetLiver 


5240 


448741 


2065.N24.gz43_268763 


F 


M00055375C:C08 


UC2-ColonMetLiver 


5241 


504560 


2078.H01.gz43_269031 


F 


M00042953B-.D02 


UC3-NonnColon 


5242 


516415 


2078.M01.gz43_269036 


F 


M00042965A:G02 


UC3-NormColon 


5243 


452981 


2078.J02.gz43_269049 


F 


M00042958B.H04 


UC3-NorniColon 


5244 


514594 


2O78.L02.gz43_269051 


F 


M00042963B:E12 


UC3-NoimColon 


5245 


451923 


2078.B03.gz43_269057 


F 


M00042586C-.E01 


UC3-NormColon 


5246 


512721 


2078J03.gz43_269065 


F 


M00042958C:D04 


UC3-NonnColon 


5247 


512051 


2078.K03.gz43 1 269066 


F 


M00042960D:C11 


UC3-NoraiColon 


5248 


506920 


2O78.P03.gz43_269071 


F 


M00042976B:F05 


UC3-NormColon 


5249 


451401 


2078.F04.gz43_269077 


F 


M00042628B:G11 


UC3-NormColon 


5250 


448594 


20'78.I04.gz43_269080 


F 


M00042955D:H03 


UC3-NormColon 
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SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


L LIBRARY 


5251 


452898 


2078.M04.gz43_269084 


F 


M00042965B:G08 


UC3-NormColon 


5252 


505679 


2078.N04.gz43_269085 


F 


M00042969B:E01 


UC3-NonnColon 


5253 


451618 


2078.O04.gz43_269086 


F 


M00042972C:F07 


UC3-NormColon 


5254 


451841 


2078.G05.gz43_269094 


F 


M00042951D:C05 


UC3-NonnColon 


5255 


448090 


2078.105.gz43_269096 


F 


M00042956AJ102 


UC3-NonnColon 


5256 


449000 


2078.N05.gz43_269101 


F 


M00042969B:G10 


UC3-NormColon 


5257 


373239 


2078.O05.gz43_269102 


F 


M00042972C:F09 


UC3-NonnColon 


5258 


451802 


2078.D06.gz43_269107 


F 


M00042623B:B09 


UC3-NormColon 


5259 


511746 


2078.E06.gz43_269108 


F 


M00042625D:C07 


UC3-NonnColon j 


5260 


516522 


2078.F06.gz43_269109 


F 


M00042628C:G10 


UC3-NoimCoIon 


5261 


423578 


2078J06.gz43_269113 


F 


M00042959A.B07 


UC3-NoimColon 


5262 


513888 


2078.E07.gz43_269124 


F 


M00042625D:E08 


UC3-NomvColon l 


5263 


452801 


2078.L07.gz43_269131 


F 


M00042963D:F11 


UC3-NonnColon 


5264 


452775 


2078.M07.gz43_269132 


F 


M00042965C:E06 


UC3-NonnColon 


5265 


415825 


2078.C08.gz43_269138 


F 


M00042589D:D08 


UC3-NonnColoii 


5266 


447904 


2078.F08.gz43_269141 


F 


M00042628D:F12 


UC3-NormColon 


5267 


514142 


2O78.J08.gz43_269145 


F 


M00042959A:E08 


UC3-NormColon 


5268 


92639 


2078.B09.gz43_269153 


F 


M00042587B:G07 


UC3-NormColon 


5269 


452182 


2078.C09.gz43_269154 


F 


M00042589D:F02 


UC3-NonnColon 


5270 


447210 


2078.D09.gz43_269155 


F 


M00042623D:C02 


UC3-NoimColon 


5271 


452500 


2078.O09.gz43_269166 


F 


M00042973B:B10 


UC3-NormColon 


5272 


452204 


2078.A10.gz43_269168 


F 


M00042583D:F03 


UC3-NormColon 


5273 


447025 


2078.E10.gz43_269172 


F 


M00042626B:A12 


UC3-NormColon 


5274 


452324 


2078.G10.gz43_269174 


F 


M00042952A.-H12 


UC3-NormColon 


5275 


506901 


2078.All.gz43_269184 


F 


M00.042583D:F11 


UC3-NomiColon 


5276 


507349 


2078.Cll.gz43_269186 


F 


M00042590B:G02 


UC3-NormColon 


5277 


452052 


2078.Fll.gz43_269189 


F 


M00042629A:E11 


UC3-NonnColon 


5278 


500853 


2078.Gll.gz43_269190 


F 


M00042952B:A08 


UC3-NonnColon 


5279 


514160 


2078.Jll.gz43_269193 


F 


M00042959B:E11 


UC3-NorniColon 


5280 


418340 


2078.C12.gz43_269202 


F 


M00042590C:C09 


UC3-NormColon 


5281 


452142 


2078.H12.gz43_269207 


F 


M00042954A:F04 


UC3-NormColon 


5282 


451994 


2078.112.gz43_269208 


F 


M00042957A.D06 


UC3-NormCoIon 


5283 


452615 


2078J12.gz43_269209 


F 


M00042959C.C06 


• UC3-NomiColon 


5284 


452899 


2078.K12.gz43_269210 


F 


M00042962A:G04 


UC3-NormColon 


5285 


446438 


2078.K13.gz43_269226 


F 


M00042962B:A03 


UC3-NormColon 


5286 


452462 


2078.D14.gz43_269235 


F 


M00042624D:B05 


UC3-NormColon 


5287 


510169 


2078.J14.gz43_269241 


F 


M00042959D:A05 


UC3-NomtColon 


5288 


508088 


2078.B16.gz43_269265 


F 


M00042588A.G10 


UC3-NormColon 


5289 


452031 


2078.E16.gz43_269268 


F 


M00042626D:D12 


UC3-NormColon 


5290 


513155 


2078.K16.gz43_269274 


F 


M00042962C:D05 


UC3-NormColon 


5291 


513156 


2078.L16.gz43_269275 


F 


M00042964C:D06 


UC3-NormColon 


5292 


452695 


2078.N16.gz43 269277 


F 


M00042970D:D02 


UC3-NormColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5293 


448332 


2078.J17.gz43_269289 


F 


M00042960A:B10 


UC3-NoimColon 


5294 


513168 


2078.L17.gz43_269291 


F 


M00042964C:D10 


UC3-NonnColon 


5295 


510717 


2078.N17.gz43_269293 


F 


M00042971A:B09 


UC3-NormColon ' 


5296 


456545 


2078.O17.gz43_269294 


F 


M00042974D:B07 


1 UC3-NonnColoa 


5297 


4244 


2078.P17.gz43_269295 


F 


M00042978B:F03 


UC3-NonnColon 


5298 


452376 


2078.E18.gz43_269300 


I F 


M00042627B:A10 


UC3-NormColon 


5299 


451993 


2078.H18.gz43_269303 


F 


M00042954D:D04 


UC3-NormColon 


5300 


451929 


2078.118.gz43_269304 


F 


M00042957D:C09 


UC3-NonnColon 


5301 


511351 


2078.K18.gz43_269306 


F 


M00042962D:B09 


UC3-NormColon 


5302 


505858 


2078.B19.gz43_269313 


F 


M00042588C:E07 


UC3-NormColon 


5303 


501401 


2078.C19.gz43_269314 


F 


M00042621D:A03 


UC3-NormColon 


5304 


452662 


2078.N19.gz43_269325 


F 


M00042971A:D12 


UC3-NonnColon 


5305 


512059 


2078.L21.gz43_269355 


F 


M00042964D:C02 


UC3-NormColon 


5306 


450805 


2078.021. gz43_269358 


F 


M00042975C:A08 


UC3-NormColon 


5307 


504007 


2078.B22.gz43_269361 


F 


M00042589B:D04 


UC3-NormColoft 


5308 


450262 


2078.A23.gz43_269376 


F 


M00042586B:A09 


UC3-NormColon 


5309 


452066 


2078.B23.gz43_269377 


F 


M00042589B:E03 


UC3-NormColon 


5310 


452459 


2078.K23.gz43_269386 


F 


M00042963B:A02 


UC3-NormColon 


5311 


452506 


2078.L23:gz43_269387 


F 


M00042965A:B03 


UC3-NormColon 


5312 


448453 


2078.A24.gz43_269392 


F 


M00042586B.A10 


UC3-NormColon 


5313 


7022 


2O89.A01.gz43_269708 


F 


M00042611A:A01 


UC3-PrimColon 


5314 


523182 


2089.E01.gz43_269712 


F 


M00043079D:G10 


UC3-PrimColon 


5315 


2930 


2089.L01.gz43_269719 


F 


M00043108B:D12 


UC3-PrimColon 


5316 


454701 


2089.H02.gz43_269731 


F 


M00043093D:F12 


UC3-PrimColan 


5317 


454226 


2089.102.gz43„269732 


F 


M00043097D:B12 


UC3-PriniCoIon 


5318 


524624 


2089.002 .gz43_269738 


F 


M00043139D:A06 


UC3-PrimColon 


5319 


453220 


2089.B03.gz43_269741 


F 


M00042614DA12 


UC3-PrimColon 


5320 


453893 


2089.C03.gz43_269742 


F ; 


M00042618B:G04 


UC3-PrimColon 


5321 


453470 


2089.F03.gz43_269745 


F 


M00043086A:C02. 


UC3-PrimColon 


5322 


524478 


2O89.G03.gz43_269746 


F 


M00043090D:H07 


UC3-PrimColon 


5323 


529219 


2089.H03.gz43_269747 


F 


M00043094A:F01 


UC3-PrimColan 


5324 


454050 


2089.P03.gz43_269755 


F 


M00043144D:H01 


UC3-PrimColan 


5325 


519988 


2089.E04.gz43_269760 


F 


M00043080B:C11 


UC3-PrimColon 


5326 


523590 


2O89.J04.gz43_269765 


F 


M00043102A:G12 


UC3-PrimColon 


5327 


452936 


2089.N04.gz43_269769 


F 


M00043137C:D02 


UC3-PrimColan 


5328 


453761 


2089.J05.gz43_269781 


F 


M00043102B:F05 


UC3-PrimColon 


5329 


405102 


2089.A06.gz43_269788 


F 


M00042612A:B06 


UC3-PrimColon 


5330 


454720 


2089.L06.gz43_269799 


F 


M00043109C:F04 


UC3-PrimColon 


5331 


454438 


2089.N06.gz43_269801 


F 


M00043137D:D10 


UC3-PrimColon 


5332 


448985 


2089.D07.gz43_269807 


F 


M00043077B:H01 


UC3-PrimColon 


5333 


530656 


2089.G07.gz43_269810 


F 


M00043091C:H05 


UC3-PrimColon 


5334 


454134 


2089.L07.gz43_269815 


F 


M00043131B:A11 


UC3-PrimColon 
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ID 


CLUSTER 


nr?A XT A X ITCi 

SEQ NAME 


URIE 
IN 1 


CLONE ID, 


LIBRARY 1 


5335 


454910 


2089.G08.gz43_269826 


F 


M00043091C:H08 


UC3-PrimColon 


5336 


417549 


2089.D09.gz43_269839 


F 


M00043077D.E12 


UC3-PrimColon 


5337 


454374 


2089.G09.gz43_269842 


F 


M00043091D:C01 


UC3-PrimColon 


5338 


454518 


2089.M09.gz43_269848 


F 


M00043134C:D06 


UC3-PrimColon 


5339 


523753 


2089.N09.gz43_269849 


F 


M00043138A:H03 


UC3-PrimColon 


5340 


522648 


2089.D10.gz43_269855 


F 


M00043077D:F04 


UC3-PrimColon 


5341 


407275 


2089.N10.gz43_269865 


F 


M00043138B:B08 


UC3-PrimColon 


5342 


415326 


2089.O10.gz43_269866 


F 


M00043141C:C12 


UC3-PrimColon 


5343 


453756 


2089.P10.gz43_269867 


F 


M00043146C:F10 


UC3-PrimColon 


5344 


453766 


2089Jll.gz43_269877 


F 


M00043102D:F11 


UC3-PrimColon 


5345 


450287 


2089.Kll.gz43_269878 


F 


M00043106B:F07 


UC3-PrimCoIon 


5346 


454825 


2089.Lll.gz43_269879 


F 


M00043131B:G10 


UC3-PrimColon 


5347 


449335 


2089J12.gz43_269893 


F 


M00043103A:G05 


UC3-PrimColon 


5348 


453572 


2089.K12.gz43_269894 


F 


M00043106C:D05 


UC3-PrimColon 


5349 


454550 


2089.M12.gz43_269896 


F 


M00043135C.E07 


UC3-PrimColon 


5350 


23649 


2089.N12.gz43_269897 


F 


M00043138B-.F02 


UC3-PrimColon 


5351 


449430 


2089.F13.gz43_269905 


F 


M00043087B:D10 


UC3-PrimColon 


5352 


528134 


2089.H13.gz43_269907 


F | 


M00043096A:E01 


UC3-PrimColon 


5353 


451391 


2089.L13.gz43_269911 


F 


M00043131C:A11 


UC3-PrimColon 


5354 


454126 


2089.M13.gz43_269912 


F 


M00043135D:A11 


UC3-PrimColon 


5355 


437064 


2089.N13.gz43_269913 


F 


M00043138B:G11 


UC3-PrimColon 


5356 


454129 


2089.O13.gz43_269914 


F 


M00043141D:A12 


UC3-PrimColon 


5357 


519109 


2089.C14.gz43_269918 


F 


M00043075A:B12 


UC3-PrimColon 


5358 


519641 


2089.D14.gz43_269919 


F 


M00043078C.C04 


UC3-PrimColon 


5359 


526575 


2089.M14.gz43_269928 


F 


M00043135D.C07 


UC3-PrimColon 


5360 


453783 


2089.A15.gz43_269932 


F 


M00042613A:H01 


UC3-PrimColon 


5361 


453533 


2089.115.gz43_269940 


F 


M00043100C:D08 


UC3-PrimColon 


5362 


449394 


2089.N15.gz43_269945 


F 


M00043138C:D09 


UC3-PrimColon 


5363 


523732 


2089.D16.gz43_269951 


F 


M00043078C-.H05 


UC3-PrimColon 


5364 


395536 


2089.F16.gz43_269953 


F 


M00043088B:D07 


UC3-PrimColon 


5365 


454509 


2089.H16.gz43_269955 


F 


M00043096C:D02 


UC3-PrimColon 


5366 


454562 


2089.E17.gz43_269968j 


F 


M00043082D:B05 


UC3-PrimColon 


5367 


451972 


2089.H17.gz43_269971 


F 


M00043096C:H04 


UC3-PrimColon 


5368 


453726 


2089.K17.gz43_269974 


F 


M00043107A:E07 


UC3-PrimColon 


5369 


527361 


2089.M17.gz43_269976 


F 


M00043136A:D03 


UC3-PrimColon 


5370 


453783 


2089.A1 8.gz43_269980 


F 


M00042613C:F06 


UC3-PnmCoIon 


5371 


453385 


2089.B20.gz43_270013 


F 


M00042617C:B07 


UC3-PrimColon 


5372 


454177 


2089.G20.gz43_270018 


F 


M00043093AA06 


UC3-PrimColon 


5373 


801 


2089.120.gz43_270020 


F 


M00043101A:F12 


UC3-PrimColon 


5374 


453494 


2089.J20.gz43_270021 


F 


M00043104B:C09 


UC3-PrimColon 


5375 


453202 


2089.P20.gz43_270027 


F 


M00043149B:A01 


UC3-PrimColon 


5376 


520616 


2089.F21.gz43_270033 


F 


M00043089A:D06 


UC3-PrimColon 
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SEQ 
ID 

NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ED 


LIBRARY 


5377 


527873 


2089.H21.gz43_270035 


F 


M00043097A:D11 


UC3-PrimColon 


5378 


450566 


2089.K21.gz43_270038 


F 


M00043107D:H04 


UC3-PrimColon 


537.9 


520074 


2089.A22.gz43_270044 


F 


M00042614A:C04 


UC3-PrimColon 


5380 


518566 


2089.C22.gz43_270046 


F 


M00043076A:A09 


UC3-PrimColon 


5381 


387530 


2089.H22.gz43_270051 


F 


M00043097A:F06 


UC3-PrimColon 


5382 


453846 


2089.122 .gz43_270052 


F 


M00043101C:F12 


UC3-PrimColon 


5383 


454483 


2089.L22.gz43_270055 


F 


M00043132C:D02 


UC3-PrimColon 


5384 


524157 


2089.A23.gz43_270060 


F 


M00042614A:H02 


UC3-PrimColon 


5385 


453132 


2089.K23.gz43_270070 


F 


M00043108B:A01 


UC3-PrimColon 


5386 


524622 


2089.N23.gz43_270073 


F 


M00043139C:A05 


UC3-PrimColon 


5387 


447446 


2089.A24.gz43_270076 


F 


M00042614C:B09 


UC3-PrimColon 


5388 


524470 


2089.F24.gz43_270081 


F 


M00043090B:H06 


UC3-PrimColon 


5389 


446242 


2066.NO3.gz43_270439 


F 


M00055392A:H06 


UC2-ColonMetLiver 


5390 


554908 


2066.P07.gz43_270505 


F 


M00055394D:F03 


UC2-ColonMetLiver 


5391 


551995 


2066.F08.gz43_270511 


F 


M00055383B:H09 


UC2-ColonMetLiver 


5392 


561325 


2066.H08.gz43_270513 


F 


M00055385C:F06 


UC2-ColonMetLiver 


5393 


553244 


2066.J08.gz43_270515 


F 


M00055388A:A09 


UC2-ColonMetLiver 


5394 


562876 


2066.D09.gz43_270525 


F 


M00055381C:G03 


UC2-ColonMetLiver 


5395 


562216 


2066.F09.gz43_270527 


F 


M00055383C:A08 


UC2-ColonMetLiver 


5396 


560948 


2066.J09.gz43_270531 


F 


M00055388A.B06 


UC2-ColonMetLiver 


5397 


446531 


2066.P09.gz43_270537 


F 


M00055395A:C02 


UC2-ColonMetLiyer 


5398 


556793 


2066.K10.gz43_270548 


F 


M00055388D:F11 


UC2-ColonMetLiver 


5399 


499690 


2066.M10.gz43^270550 


F 


M00055391B:D05 


UC2-ColonMetLiver 


5400 


558297 


2066.11 l.gz43_270562 


F 


M00055386D:G02 


UC2-ColonMetLiver 


5401 


453508 


2066.Mll.gz43_270566 


F 


M00055391B:D07 


UC2-ColonMetLiver 


5402 


551640 


2066.Nll.gz43_270567 


F 


M00055392C:G07 


UC2-ColonMetLiver 


5403 


562085 


2066.C12.gz43_270572 


F 


M00055380D:H02 


UC2-ColonMetLiver 


5404 


446399 


2066.E12.gz43_270574 


F 


M00055382C:H06 


UC2-ColonMetLiver 


5405 


562498 


2066.G12.gz43_270576 


F 


M00055384B:D10 


UC2-ColonMetLiver 


5406 


562524 


2066.A13.gz43_270586 


F 


M00055378D:D04 


UC2-ColonMetLiver 


5407 


465836 


2066.J13.gz43_270595 


F 


M00055388B:B02 


UC2-ColonMetLiver 


5408 


562701 


2066.N13.gz43_270599 


F 


M00055392D.-A06 


UC2-ColonMetLiver 


5409 


561457 


2066,O13.gz43_270600 


F 


M00055394B:C06 


UC2-ColonMetLiver 


5410 


549082 


2066.C14.gz43_270604 


F 


M00055381A:F02 


UC2-ColonMetLiver 


5411 


418622 


2066.H14.gz43_270609 


F 


M00055385D:D03 


UC2-ColonMetLiver 


5412 


238196 


2066.K14.gz43_270612 


F 


M00055389A:D08 


UC2-ColonMetLiver 


5413 


560868 


2066.D15.gz43_270621 


F 


M00055381D:D08 


UC2-ColonMetLiver 


5414 


459764 


2066.E15.gz43_270622 


F 


M00055382D:D04 


UC2-ColonMetLiver 


5415 


555639 


2066.M15.gz43_270630 


F 


M00055391B:H08 


UC2-ColonMetLiver 


5416 


556011 


2066.O15.gz43_270632 


F 


M00055394B:D08 


UC2-ColonMetLiver 


5417 


468565 


2066.A17.gz43 270650 


F 


M00055379A:D07 


UC2-ColonMetLiver 


5418 


448949 


2066.B17.gz43 270651 


F 


M00055380A:C06 


UC2-ColonMetLiver 
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ID 
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bbKl JNAMb 
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IN I 
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5419 


636532 


2066.J17.gz43_270659 


F 


M00055388B:E01 


UC2-ColonMetLiver 


5420 


561487 


2066.P17.gz43_270665 


F 


M00055395B:C04 


UC2-ColonMetLiver ' 


5421 


50604 


2066.L18.gz43_270677 


F 


M00055390C:E06 


UC2-ColonMetLiver 


5422 


557249 


2066.J20.gz43_270707 


F 


M00055388B:H04 


UC2-ColonMetLiver 


5423 


562849 


2066.H21.gz43_270721 


F 


M00055386A:G05 


UC2-ColonMetLiver - 


5424 


562386 


2066.C22.gz43_270732 


F 


M00055381B:C10 


UC2-ColonMetLiver 


5425 


635965 


2066.J22.gz43_270739 


F 


M00055388C:D01 


UC2-ColonMetLiver 


5426 


493487 


2066.D23.gz43_270749 


F 


M00055382B:E02 


UC2-ColonMetLiver 


5427 


44015 


2066.N23.gz43_270759 


F 


M00055393B:F04 


UC2-ColonMetLiver 


5428 


559854 


2066.F24.gz43_270767 


F 


M00055383D:H11 


UC2-ColonMetLiver 


5429 


282015 


2066.K24.gz43_270772 


F 


M00055389C:F12 


UC2-ColonMetLiver 


5430 


561206 


2067.F02.gz43_270799 


F 


M00055402A:A05 


UC2-ColonMetLiver 


5431 


486834 


2067.G02.gz43_270800 


F 


M00055402D:A11 


UC2-ColonMetLiver 


5432 


550730 


2067.K02.gz43_270804 


F 


M00055407B:G07 


UC2-ColonMetLiver 


5433 


560838 


2O67.P03.gz43_270825 


F 


M00055412D:A12 


UC2-ColonMetLiver 


5434 


556382 


2O67.E04.gz43_270830 


F 


M00055400D:G01 


UC2-ColonMetLiver 


5435 


561236 


2067.105 .gz43_270850 


F 


M00055405A:A02 


UC2-Co!onMetLiver 


5436 


562584 


2067.J05.gz43_270851 


F 


M00055406B:E07 


UC2-ColonMetLiver 


5437 


550135 


2O67.N05.gz43_270855 


F 


M00055410C:G08 


UC2-ColonMetLiver 


5438 


556380 


2O67.B06.gz43_270859 


F 


M00055397A.H07 


UC2-ColonMetLiver 


5439 


511792 


2067.C06.gz43_270860 


F 


M00055398C:F07 


UC2-ColonMetLiver 


5440 


452761 


2067.106.gz43_270866 


F 


M00055405A:C01 


UC2-ColonMetLiver 


5441 


465284 


2O67.K06.gz43_270868 


F 


M00055407C:E04 


UC2-ColonMetLiver 


5442 


419489 


2067.107 .gz43_270882 


F 


M00055405A:G11 


UC2-ColonMetLiver 


5443 


540000 


2067.P07.gz43_270889 


F 


M00055413A:A02 


UC2-ColonMetLiver 


5444 


556105 


2067.K08.gz43_270900 


F 


M00055407C:G04 


UC2-ColonMetLiver 


5445 


562001 


2O67.N08.gz43_270903 


F 


M00055410C:H11 


UC2-ColonMetLiver 


5446 


288626 


2067,N09.gz43_270919 


F 


M00055410D:B02 


UC2-ColonMetLiver 


5447 


561325 


2067.H10.gz43_270929 


F 


M00055404A:B10 


UC2-ColonMetLiver . 


5448 


554742 


2067.11 0.gz43_270930 


F 


M00055405B:H05 


UC2-ColonMetLiver 


5449 


560003 


2O67.All.gz43_270938 


F 


M00055396B:C06 


UC2-ColonMetLiver 


5450 


555856 


2067.Gll.gz43_270944 


F 


M00055403A:C07 


UC2-ColonMetLiver 


5451 


633189 


2067.Nll.gz43_270951 


F 


M00055410D:G01 


UC2-ColonMetLiver 


5452 


562147 


2067.B12.gz43_270955 


F 


M00055397D:A01 


UC2-ColonMetLiver 


5453 


553766 


2067.H12.gz43_270961 


F 


M00055404A:D08 


UC2-ColonMetLiver 


5454 


63669 


2067.11 3. gz43_270978 


F 


M00055405C:L04 


UCz-t^oionMetLiver 


5455 


491260 


2067.J13.gz43_270979 


F 


M00055406D:A03 


UC2-ColonMetLiver 


5456 


559776 


2067.L13.gz43_270981 


F 


M00055408C:E04 


UC2-ColonMetLiver 


5457 


561922 


2067.A14.gz43_270986 


F 


M00055396B:G02 


UC2-ColonMetLiver 


5458 


559102 


2067.114.gz43_270994 


F 


M00055405C:H07 


UC2-ColonMetLiver 


5459 


440833 


2067.O14.gz43_271000 


F 


M00055412A:C05 


UC2-ColonMetLiver 


5460 


561212 


2067.K15.gz43 271012 


F 


M00055408A:A05 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


■ 

SEONAME 


ORIE 
NT 


CLONE ID 


LIBRARY 






ZUO/.LHj.gZTO_Z /lUlO 


r 


\^ AA05 ^ A 1 7 A 'T7nQ 


u v/Z -i^o i ouMcxiLiver 


j40Z 


/IQTOaa 

4o/oyo 


7A£7 T1£ n^AI 771 A77 
ZUO/.J l0.gZS\5_Z/ 1UZ/ 


17 

r 


TV/I AAfK ^ AA^n»P 1 0 


IT/** 7 rV\1rwV\^**f1 itiar 

UvZ-^OlOuMclLrlVor 


<A £0. 

5463 


55oloU 


ia^t riifi r.-T/i5 77in^#c 
ZUo / .\jrl o.gzsVa^Z / 1 IDo 


17 

r 




T T/^7 f/O /mi \ /f o+1 nror 


Z ACA 

5464 


557853 


zUo / .J lo.gZ43_z / 1 Uj9 


u 
r 


TV>TAAA^^/t A£TVni 7 


v U2-coionMeii/i ver 


C AOL 

5465 


446171 


2067 ,r 19.gz43_27 108 1 


• c 

r 


MUUU5 J 4 1 3 U . t$Uy 


1^7 r^rvl^TiTVAa^l 

uc2-A-/OionMetLfiver 


C A CC 

5466 


561438 


2067.D2(J.gz43_27 1 U83 


r 


M00U5 j39oA»C1 1 


ucz^oioiiMexijrver 


5467 


551617 


2067.120.gz43_271090 


r 


Tl/TAAA^ A A<TV/7IAC 

M00055405D:CiO5 


UC2-ColonMetLfiver 


C A /TO 

5468 


469852 


OA£T DOI A A AT1AAA 

2067 ,B2 1 ,gz43_27 1 099 


F 


A>TAAAC€0 AOD. A AC 

M0005 539 813: AU5 


UCZ-ColonMetLiver 


C A if A 

5469 


556126 


«A^ no 1 - A A AH 1 1 a 

2067.P2 1 .gz43_27 1113 


F 


M000554 1 3C:Cj09 


U C2-ColonMetLiver 


5470 


c £ i aao 

551928 


AA^T r^A . j(0 ATI 1 1A 

2067. F22.gz43 271 1 19 


F 


"K A A A ACC/1 AA . 1 T 

M00055402L:C12 


UC2^olonMetLiver 


C A T 1 

5471 


C ^A A A ^ 

562236 


«A/'« AAA - An All 11A 

2067 . A23 .gz43_27 1 1 30 


F 


lifAAACCOnT A ."D 1 A 

M00055397A:blO 


UC2-UolonMetLiver 


r a AA 

5472 


456687 


AA/A r»AO _ >l A ATI 1A1 

2067 .B23 .gz43_27 1131 


F 


M00055398b:C05 


U 1^2-LolonMetLiver 


5473 


530715 


AA/"T TiAA i|A «A1 10A 

2067.H23 .gz43_27 1 1 37 


F 


\/tAAAfC;IAiir , ./ , l1 1 

M00055404C:C11 


TT/"^A r«U«lkif«+T * 

U C2 -ColonMetLiver 


5474 


66014 


AA^T Trrt «■> <4 *> ATI 1 A A 

2067.K23.gz43_271 140 


F ! 


H if AAAC C A AO A ,riA 

M00055408A.F12 


TTOa A<.1«mX Jf**T * 

U L2 -LolonMetLiver 


5475 


100821 


AA/*T T AA >l A ATI 1/11 

2067.L23.gz43 J271 141 


F 


M00055409A.E06 


U C2-uolonMetLiver 


5476 


154980 


AA>^T A Ail ~ viA ATI 1 A £ 

2067.A24.gz43_271 146 


F 


M0005 5 3 97A:C06 


U C2-ColonMetLiver 


5477 


561236 


A/"k/*T A*^A >i >l A ATI 1 .C A 

2067.G24.gz43_271152 


F 


M00055403B:Cj12 


U C2-ColonMetLiver 


5478 


516043 


A/\/""T T A >l A ATI 1 f A 

2067 .L24 .gz43_27 1157 


F 


» XAAAC i yl A A A .77 1 A 

M00055409A:E10 


u C2-coioiiMetLiver 


5479 


559380 


A A /TO ITA1 — _/lA ATI 1 AA 

2068. K01 ,gz43 271 172 


F 


TV yf A A (\C C A A A T3 .T* A>1 

MUuU5 5 424x3 :D U4 


u uz-uoionMetJLiver 


5480 


449795 


AA/O /AiAA /IA ATI AAO 

2068.003 .gz43JZ7 1208 


F 


MUUU55474A:vjUo 


U C2-uoionMetL»iver 


5481 


550166 


AA/O T"\A>1 /IT ATI A 1 A 

2Q68.D04.gz43_271213 


F 


M0UU5541 /L,:AUj 


TT/""1 ^* «1 <~k*%X /Tai+T ivrttf 


5482 


561646 


OA/o Y7 A /I . A A AT1A1C 

2068 .F04 .gz43_27 1215 


F 


"KAAAAiTCA 1 AT\.T\A/1 


u uz-L>oioiiivietL/iver 


5483 


561112 


AA/fO T\AC y« A ATI AAA 

2068 .D05 .gz43_27 1229 


F 


M0UU5541 /U:UU3 


T TPA /"^l/VMll/fttfl nraf 


5484 


A 1 Of 

418562 


A A/" O T7AC /! A ATI AAA 

2068.E05.gz43__271230 


F 


■* yTAAAr c/i i op-nno 
M00055418C:DU8 


u U2-uoionMetL»iver 


5485 


559385 


AA/*0 TAC ,AA ATI A A C 

2068J05.gz43_271235 


17 

F 


M00055423C :D05 


U Cz-L/OlonMeuL/i ver 


5486 


561411 


AAAO \ jfAf JA AT1AAO 

2068 . M05 .gz43_27 1 23 8 


F 


X fAAAC C A TA A .*D 1 A 

M00055472A.JB12 


UC2-ColonMetLiver 


5487 


561770 


AA/'O /A/XA^ >#A ATI AAA 

2068.C07.gz43_271260 


F 


X jTAAACC j1 1 ZTTA .T7 1 1 

M00055416B:F11 


U C2-LolonMetLiver 


5488 


557760 


AAAO AAO >IA AT7ATT 

2068 .D08 .gz43_27 1277 


F 


H fAAACf jI 1 AT\ .AAO 

M00055417D:D08 


U C2-UolonMetLiver 


5489 


468672 


AA/TO XyTAO — y|A AAIAO^ 

20 68 . M0 8 .gz43_27 1 286 


F 


XiTAAACCylTA A .T7AT 

M00055472A:F02 


U C2-coionMetLrver 


r a r\r\ 

5490 


C C f A AA 

556490 


AA^O \TAO - A A AT 1 AOT 

2068.N08.gz43_271287 


r 


A/TAAACC /1TQX>.T*A1 

MUUU5 j473x>.1?v I 


u C2-v^oioiiMcU-»iver 


C AC\ 1 

5491 


C C A A 1 O 

550018 


OA/CO CAft ~„yt A OTIOAC 

2068 .F09.gz43_27 1295 


"C 

r 


X fl AAAC < >1 1 AT\ .UA7 


1T07 0/-k1/-«v«\^£»+T 

U v^Z -LyOlOllMctljlVor 


5492 


C £ 1 OA T 

561837 


AA^O TTAA ^_/| A ATI OAT 

2068. H09.gz43_27 1297 


F 


X^AAAC-C/IO 1 P.CA/I 

M0005542 1 C:F Uo 


\ ui^z-woionMeiLriver 


£ >1 AA 

5493 


£ C A AA O 

554028 


AA£0 TAA /f A AT1TAO 

2U68.1U9.gz43_27 1298 


F 


X yf AAACC/ITA/-VB 1 A 

MUUU55422C:iii U 


u v^z-coionjvi etui ver 


5494 


470667 


A A/T O T\ 1 A - A A ATI AAA 

2068 .D 1 0.gz43_27 1 309 


F 


AiTAAACC A 1 TT\ .TJAO 

MOuUj 5 4 1 7D :xlUo 


u ^z- vX)ioiiMctLiiver 


5495 


552561 


AAAO T? 1 A A A AT1A1A 

2068.E10.gz43_27131u 


F 


XyfAAACC/l 1 OA. A A7 

M000554 1 8D:AU3 


u uz-uoJonMetLiver 


Dnyo 


JJO/7J 


9068 010^4^ 971^1? 

ZV/OO.VJ lU.gZTj £,lLOLZ> 


T7 

X. 


M0005 c 49 1 A • A00 

LVi.KJ\J\J J JH£ 1A.AU7 


T IP^-pAlnnMefLTver 


5497 


561718 


2068.N10.gz43_271319 


F 


M00055473B:E10 


UC2-ColonMetLiver 


5498 


630348 


2068.Ell.gz43_271326 


F 


M00055418D:B05 


UC2-ColonMetLiver 


5499 


491728 


2068.Hll.gz43_271329 


F 


M00055421C:G07 


UC2-ColonMetLiver 


5500 


562477 


2068.C12.gz43_271340 


F 


M00055416D.B03 


UC2-ColonMetLiver 1 


5501 


402836 


2068.D12.gz43_271341 


F 


M00055418A:C12 


UC2-ColonMetLiver 


5502 


556511 


2068.J12.gz43 271347 


F 


M00055424AA08 


UC2TColonMetLiver 
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Table 2 



SEQ 
ED 

NO ( 


* 

XUSTEF 


SEQ NAME 


orie 

XTT 


clone id 


T TOX> A t>"V 


5503 


559076 


2068.N12.gz43_271351 


F 


M00055473C:A05 


UC2-ColonMetLiver 


5504 


417426 


2068.P12.gz43_271353 


F 


M00055475D:A05 


UC2-ColonMe£Liver 


5505 


456520 


2068.A13.gz43_271354 


F 


M00055414C:C02 


UC2-ColonMetLiver ! 


5506 


492982 


2068J13.gz43_271363 


F 


M00055424A:C10 


UC2-ColonMetLiver 


5507 


558679 


2068.C14.gz43_271372 


F 


M00055416D:D11 


UC2-ColonMetLiver 


5508 


561707 


2068.F14.gz43_271375 


F 


M00055420A:E12 


UC2-ColonMetLiver \ 


5509 


561180 


2068.114.gz43_271378 


F 


M00055423A:A10 


UC2-ColonMetLiver j 


5510 


554953 


2068.K14.gz43_271380 


F 


M00055425A:H03 


UC2-ColonMetLiver 


5511 


492876 


2068.L14.gz43 271381 


F 


M00055471C:B01 


UC2-ColonMetLiver 


5512 


555933 


2068.O14.gz43_271384 


F 


M00055474CH12 


UC2-ColonMetliver 


5513 


562137 


2068.P14.gz43_271385 


F 


M00055475D:A10 


UC2-ColonMetLiver 


5514 


561500 


2068.B15.gz43 271387 


F 


M00055415D:C12 


UC2-ColonMetLiver 


5515 


561682 


2068.D15.gz43_271389 


F 


M00055418A:E07 


UC2-ColonMetLiver ! 


5516 


560118 


2068.115.gz43_271394 


F 


M00055423A:D02 


UC2-ColonMetLiver ij 


5517 


512392 


2068.J15.gz43_271395 


F 


M00055424A:F04 


UC2-CoIonMetLiver 


5518 


449356 


2068.116.gz43_271410 


F 


M00055423A-.G08 


UC2^oloiiMetLiver 


5519 


447098 


2068.L16.gz43_271413 


F 


M00055471C:D04 


UC2-ColonMetLiver 


5520 


522220 


2068.N16.gz43_271415 


F 


M00055473C:H05 


UC2-ColonMetLiver 


5521 


453715 


2068.P16.gz43 271417 


F 


M00055475D:B07 


UC2-ColonMetLiver 


5522 


554774 


2068.D17.gz43 271421 


F 


M00055418A:H04 


UC2-ColonMetLiver 


5523 


553987 


2068.I17.gz43 271426 


F 


M00055423B:A06 


UC2-ColonMetLiver 


5524 


561645 


2068.K17.gz43 271428 


F 


M00055425B:D12 


UC2-ColonMetLiver 


5525 


549511 


2068.M18.gz43 271446 


F 


M00055472C:G11 


UC2-ColonMetLiver j 


5526 


560700 


2068.P18.gz43_271449 


F 


M00055475D:G08 


UC2-ColonMetLiver 


5527 


493410 


2068.K20.gz43 271476 


F 


M00055425B:F06 


UC2-ColonMetLiver J 


5528 


482425 


2068.A21.gz43_271482 


F 


M00055414D:G10 


UC2-ColonMetLiver 


5529 


561497 


2068.B21.gz43_271483 


F 


M00055416A:C04 


UC2-ColonMetLiver 


5530 


131130 


2068.C21.gz43_271484 


F 


M00055417A:G11 


UC2-ColonMetLiver 


5531 


524736 


2068.F22.gz43 271503 


F 


M00055420C:E08 


UC2-ColonMetLiver 


5532 


58680 


2068.G22.gz43 271504 


F 


M00055421B:E05 


UC2-ColonMetLiver 


5533 


562302 


2068.N22.gz43_271511 


F 


M00055474A:B05 


UC2-ColonMetLiver 


5534 


514824 


2079.M01.gz43 271558 


F 


M00043021D:F10 


UC3-NormColon 


5535 


452523 


2079.P02.gz43 271577 


F 


M00043031A:B01 


UC3-NomiColon 


5536 


453572 


2079.K04.gz43 271604 


F 


M00043012A:F06 


UC3-NormColon 


5537 


406092 


2079.105 .gz43_27 16 18 


F 


M00043007D:F07 


UC3-NormColon 


5538 


452759 


2079.005 .gz43 271624 


F 


x k r\r\t\ A") (\*\C\ A .TJ 1 t 

M00043029A.bl 1 


Ul/j -in onn v^oion 


5539 


456756 


2O79.B06.gz43 271627 


F 


M00042983D:A03 


UC3-NonnColoii 


5540 


505226 


2079.C06.gz43 271628 


F 


M00042987C:E04 


! UC3-NormColon 


5541 


238196 


2079.D06.gz43_271629 


F 


M00042991C:C02 


UC3-NormColon 


5542 


235874 


2079.H06.gz43 271633 


F 


M00043005A:B06 


UC3-NormColon 


5543 


512432 


2079.O07.gz43 271656 


F 


M00043029B:C09 


UC3-NonnColon 


5544 


269927 


2079.O09.gz43 271688 


F 


M00043029B:F09 


UC3-NormColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5545 


449510 


2079K10ez43 271700 


F 


M00043 0 1 2DA06 




5546 


516799 


2079O10ez43 271704 


F 


M00043029B-G10 


T 7P3 •NnrmPolnn 


5547 


455716 


2079 Ell ez43 271710 


F 


M00042995CE04 


T TP3-.NftrmPnlnn 

*J 1 > Ul 111 V^UIUll 


5548 


452976 


2079 Gil ez43 271712 


F 


M00043003AH07 


T TP 3 -"Mnrm Pnlnn 

V\s+J "i^lUllAlwUXUlU 


5549 


452031 

x— - \s JL 


2079Nllez43 271719 


F 


M00043026DD06 


T IP3->JnrmPolnTi 

Wv>-> i > Ul 111 V>\J1VJ11 


5550 


452957 


2079 Pll ez43 271721 

A* w / ^ .X XX igu ■ J <• J X » A» X 


F 


M00043032BH01 


UC3 -NormColon 


5551 


452830 


2079 D12 ez43 271725 


F 


M00042991DF06 


\ IP3-NftrmPolon 

\J V/— ' 1 \ VJ1 111 Vv'VJlVJU 


5552 


452220 


2079C13ez43 271740 


F 


M00042088DG10 

lYlV/Uu*TL7 O (JX^.VJ XV/ 


T IP3 •NnrmPolnn 

w J 1 > Ul 111 Vs V/l VJXl 


5553 


500896 

«✓ VW07U 


2079K13ez43 271748 


p 


M00043013B-A06 


T TP3 -"Mnrm Pnlnn 


5554 


455855 


2079L13&z43 271749 


F 


M00043 0 1 7DB06 


T IP3-*MnrmPo1nn 

"X^VrXXLIV/VrXUII 


5555 


513381 


2079 Ml 3 ez43 271750 


F 


M00043023DD06 


T TP 3 -Norm Pnl rrn 

UV/J liUl 111VA7XU11 


5556 


448200 


9070R14a743 971755 

Z U / 7 . U 1 i .foLrxj Z / 1 / «J «J 


F 
i 


M00049085R*r05 


T TP3-"Mnrm Pnlnn 


5557 


509097 


2070F14ez43 971750 

Z.U / 7..T It.gtitJ Zfl/«J7 




M00043 0OOPH06 


T TP3 -"Mnrm Pnl nn 


5558 


459618 


9070N14&743 971767 

Z.V / 7. IN l*T.gZ-*TJ Z. / 1 / U / 


r 


M00043097R-r04 


T TP3«Kfnnn Pnlnn 
U V/-?~rN UlllLV_xUlUXl 


5550 


510954 


9070 n 5 <*743 971779 


F 

X 


M00042080P' A06 


T TP3 -TvJnrm Pnlnn 

\J VsJ "IN UI III wvUUIl 


5560 


451819 

tJlO 1Z. 


9070 HI 5 074 3 971773 


r 


M000490Q9RR03 

1VIwuu 1 t/.77ZD.Dvj 


T TP 3 «\Tr»Tm Pnlnn 
U KsJ "IN OllllV^OlOIl 


5561 


459309 


9070(r15a743 971776 


I? 


M00043003P- A09 


T TP 3 JNJrvrmPnl rin 
U D "IN uiiiiv^oion 


5569 


504819 

JUHO IZ 


9070T15O743 971778 

Z.U / 7 .1 1 J .gZt ,3 X / 1 / / o 


r 


M00043008D-F1 9 

1V1 U VJ U *t J V U O . Xv 1 Z> 


T TP 3 -XTnrm Pnl r\r\ 

u V/ d "IN uixn VAJion 


5563 


50443 1 


9070 T15 0743 971770 

^v/7.JlJ.g£'TJ Z/1//7 


p 


MD004301 1RT)03 


1 TP3 JMnrm PXI ati 


5564 


459440 


907QT15&743 971781 

Z\U / 7.1-* 1 J.gzHj Z /l/Ol 


JT 


Mft0043090A«A03 


T TP3 JMattti Pnl f\r% 
Uv/J "IN OxTu^OlOIl 


5565 


450995 


9070P16ct743 971787 

/ 7.151 U.gZ*r,J_Z / 1 /O / 


F 


\/f n0049 0 8 5 C R03 


T TP3 JMnTmPnlrtn 

Uw "In onnv^oion 


5566 


5 1 1 348 


9070ri6a743 971788 


F 


Mnon49080PR07 


T TP3»\TnrmPnlrtn 


5567 


509343 


9070 D16 &743 971780 


F 

r 


M00049009TVR1 1 


T TP3 -Nnrm Pnlnn 

U w *1N Ul IllWUlUll 


5568 


451850 


9070F16&743 971701 


F 


M00043001 A -CIO 


T TP 3 JMnrm P nl nn 


556Q 


4551 17 


9070K16cr743 971706 


F 


\4f)0043013r-A01 


T TP 3 JMnrni Pnl nn 

V \sJ "IN Ul 111 VAJ1U11 


5570 


459099 


9070T16&743 971707 

^v/7.LrlQ,g6*tj Z/l/7f 


F 
r 


M00043090A-G19 
lvi uuutj v/ZrUrY. \j i z, 


T TP 3 -Tslnrm Pnl nn 

U V^«? IN Ul ill vAJlUIx 


5571 


504501 


9070 Rl 7 ^743 971 803 

Z v / 7.17 1 / .gZit J Z/.IOUJ 


F 


Mfi0049085r-F)09 


T TP 3 -Nnrm Pnlnn 

UvJ li Ul 1 1 lV^v/lUxl 


5579 

J J I Z 


503199 

JUJ !ZZ 


2070 F 1 7 &z43 97 1 807 

Z»U / 7«JT 1 / .gxtj Z / 1 OU / 


F 

i^ 


M00043001 RC01 


T TP3 -NnrmPnlnn 

UV/J "IN Ul lllV^UlUxl 


5573 


508126 


2070 117 ez43 971810 


F 

X 


M00043008DH09 


T IP3-NnnnPnlnn 

1^U1111V_^VJ1U11 


5574 


448687 


2079A18ffz43 271818 

Zv» / ✓.jTVX O.gLTJ Z / lull) 


F 


M00042089C-G02 


T TP3 -Nnrm Polnn 

\J "1 > Ul Xll VyvlUll 


5575 


451491 


2079B18cz43 271819 

£*\J / ^ .XJ X O ' — ^ ^ » 1 "I' 


F 


M00042985CD04 


UC3 -NormColon 

llUllllW/lV'll 


5576 


452969 


2079F18ez43 271823 

X«V/ / ^ ,X X *J 4 C> 1 X UitJ 


F 


M00043 001 BE02 


UC3"NormColon 


5577 


452866 


2079 G18 ffz43 271824 


F 

X 


M00043003CG10 

1VXVV7V/*T JVUJ V^.VJ IV/ 


UC3 -NormColon 


5578 


446936 


2079 K18 ez43 271828 


F 


M00043013EIF03 


UP 3 -NormColon 


5579 


452445 


2070 LI 8 ez43 271829 


F 

X 


M00043021AA09 


UC3-NormColon 


5580 


451092 


2079.N18.gz43_271831 


F 


M00043027D:G12 


UC3-NormColon 


5581 


75212 


2079.D19.gz43_271837 


F 


M00042992D:H02 


UC3"NormColon 


5582 


452325 


2079.F19.gz43_271839 


F 


M00043001B:H01 


UC3-NonnColon 


5583 


502984 


2079.11 9.gz43_27 1842 


F 


M00043009B:C09 


UC3-NonnColon 


5584 


508125 


2079.J19.gz43_271843 


F 


M00043011C:H09 


UC3-NormColon 


5585 


452528 


2079.L19.gz43_271845 


F 


M00043021A:B06 


UC3-NormColon 


5586 


509505 


2079.C20.gz43_271852 


F 


M00042989D:A07 


UC3-NormColon 
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SEQ 
ID 

NO 


CLUSTEF 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


5587 


455132 


2079.G20.gz43_271856 


F 


M00043003D.D10 


UC3-NormColon 


5588 


452160 


2079.120.gz43_271858 


F 


M00043009B.F1 1 


UC3-NormColan 


5589 


453079 


2079.M20.gz43_271862 


F 


M00043024B:H11 


UC3-NormColon 


5590 


448813 


2079.C21.gz43_271868 


v F 


M00042990A:E05 


UC3-NormColon 


5591 


513178 


2079.D21.gz43_271869 


F 


M00042993A:D12 


UC3-NormColon 


5592 


453804 


2079.E21.gz43_271870 


F 


M00042996D:D12 


UC3-NormColon 


5593 


453078 


2079.L21.gz43_271877 


F 


M00043021A.H06 


UC3-NormColon 


5594 


452611 


2079.P21.gz43_271881 


F 


M00043033C:C05 


UC3-NormColan 


5595 


504880 


2079.A22.gz43_271882 


F 


M00042983A:E09 


UC3-NormColon 


5596 


447445 


2079.B22.gz43_271883 


F 


M00042986B:E06 


UC3-NormColon 


5597 


503625 


2079.G22.gz43_271888 


F 


MO0043004A:CO8 


UC3-NonnColon 


5598 


502614 


2079.J22.gz43_271891 


F 


M00043011D.C12 


UC3-NormColon 


5599 


454226 


2079.K22.gz43_271892 


F 


M00043014B:G12 


UC3-NoimColan 


5600 


452973 


2079.L22.gz43_271893 


F 


M00043021B:H03 


UC3-NoimColon 


5601 


456755 


2079.M22.gz43_271894 


F 


M00043025A.C0I 


UC3-NormColon 


5602 


515127 


2079.O22.gz43_271896 


F 


M00043030C:F03 


UC3-NormColon 


5603 


507450 


2079.F23.gz43_271903 


F 


M00043002A:G09 


UC3-NormColon 


5604 


448381 


2079.G23.gz43_271904 


F 


M00043004A:C10 


UC3-NomiColon 


5605 


505933 


2079.K23.gz43_271908 


F 


M00043014C:F07 


UC3-NormColon 


5606 


452648 


2079.M23.gz43_271910 


F 


M00043025A.-D09 


UC3-NonnColon 


5607 


453038 


2079.N23.gz43_271911 


F 


M00043028C:H09 


UC3-NormColon 


5608 


452611 


2079.P23.gz43_271913 


F 


M00043033C:D05 


UC3-NoimColon 


5609 


501534 


2079.B24.gz43_271915 


F 


M00042986C:B07 


UC3-NormColon 


5610 


454849 


2079.F24.gz43_271919 


F 


M00043002B:E06 


UC3-NormColon 


5611 


366607 


2079.H24.gz43_271921 


F 


M00043007B.D12 


UC3-NomiColon 


5612 


507066 


2079.K24.gz43_271924 


F 


M00043014C-.G06 


UC3-NonnColori 


5613 


519378 


2090.B01.gz43_273908 


F 


M00043153B:B09 


UC3-PrimColon 


5614 


453946 


2090.H01.gz43_273914 


F 


M00043172C:G06 


UC3-PrimCoIon 


5615 


527679 


2090.L01.gz43_273918 


F 


M00043185B:D02 


UC3-PrimColon 


5616 


454463 


2090.P01.gz43_273922 


F 


M00043201D:D03 


UC3-PrimColon 


5617 


521840 


2090.D02.gz43_273926 


F 


M0O04316OB:EO5 


UC3-PrimCol<m 


5618 


528981 


2090.M02.gz43_273935 


F 


M00043189C:F08 


v UC3-PrimColan 


5619 


528404 


2090.C03.gz43_273941 


F 


M00043156C:E05 


UC3-PriraColon 


5620 


523674 


2090.N04.gz43_273968 


F 


M00043193C:G11 


UC3-PrimColon 


5621 


446768 


2090.F05.gz43_273976 


F 


M00043168C:F03 


UC3-PrimColon 


5622 


128749 


2090.H06.gz43_273994 


F 


M00043172D-.H03 


UC3-PrimColon 


5623 


525781 


2090.K06.gz43_273997 


F 


M00043183C:B08 


UC3-PrimColon 


5624 


452775 


2090.N06.gz43_274000 


F 


M00043193C:H09 


UC3-PrimColon 


5625 


524721 


2090.L07.gz43_274014 


F 


M00043186C:A11 


UC3-PrimColon 


5626 


454202 


2090.M07.gz43_274015 


F 


M00043190A:B10 


UC3-PrimColon 


5627 


452325 


2090.J08.gz43_274028 


F 


M00043180C:B02 


UC3-PrimColon 


5628 


453804 


2090.F09.gz43_274040 


F 


M00043169A:F05 


UC3-PrimColon 



206 



BMSDOCID: <WO_0214500A2_L> 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTEB 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


5629 


454007 


2090O09ez43 274049 


F 


M00043197DH12 


1 TP3-PrimPn1nn 

UW XI 111 I V^Ol Oil 


5630 


425455 


2090 L10 ez43 274062 


F 


M00043186DB09 


1 IP3-PrimPft1nn 

U V^-' A 1 11 11 \»AJ1U11 


5631 


453354 


2090 HI 1 ez43 274074 


F 


M00043 1 73"R-Pfi3 


T TP 3 -Prim Pnl nn 


5632 


525315 


2090111 ez43 274075 


F 


M00043176r*A01 


T TP 3 -Prim Pnl nn 


5633 


453890 


20Q0Nllff743 974080 


F 


M00043 1 04 A ^06 


T TP 3 -P ri m Pr\1 An 


5634 


454460 


2090A12oz43 274083 


V 


M00043151RD09 

IViOvUtJ 1 J 1 D.UvZ 


T TP 3 -Prim P a1 nn 

U JTl JJllVAJlOIl 


5635 


599869 

JZZOU7 


9000ri9o743 974085 


V 
r 


M00043 1 5 8 A -P03 
1VIOOOH J 1 J OA.r U J 


T TP3-PrimP*-*1rm 


5636 


454664 


2090T13o743 974107 

^v/7V/.ll.J.gZi*t J Z./tlU/ 


V 
r 


M00043 1 76P -P 1 9 
iVlOOOnJ 1 /Ov^.JqIZ 


T TP 3 .PnmpAl rm 


5637 


59R360 


9000 T 13 &743 974110 

ZO.7V..L1I J.jgZHJ Z/HllO 


r 


\yf00043 1 87P»P06 
IVIOOO^ J 1 0 /CXUO 


T TP3_P«»v%Prt1/\« 

u \^ j "x nniv/OiOD 


563R 


59653Q 

JZOJ J7 


9000 T14 <r*43 974 19d 
Z0270.J lH.gZ'tJ Z /HiZ.*t 


r 


NA00043 1 S 1 P^PI 0 


TTP3 Drn-mPrkl/tn 


563Q 

JUJ7 


4591 89 
*f JZ 1 oZ 


9000 Old o-743 974.1 90 
Z.OS'O.V/x't.gZ'Tj Z/*rxZ.57 


■p 


M00043 1 00 A 'F03 


u u j "Jr nnivoiOD 


5640 

JO*t O 


JZUJi'i' 


90Q0 Ml 5 rr-743 974138 
zu7U.ni j.gz^rj z/iuo 


r 


"\yf0004'? 1 73^-1^1 9 


TTP3 T)r^mPr\1^m 

U \sj m r niuvX)lQD 


5641 


j juy / 1 


90Q0T16n«»43 974158 


"C 

r 


\/T00041 1 S7TVUn4 


Uw -rnnmoion 


5649 


9R031 6 


9000 T\J16 f»<747 974160 
Z-OyO.lN ID.gZHJ Z/'tIOO 


V 
r 


\yf 00043 1 04Fi»P 1 0 


u j -x^nrnLX)ioii 


5643 


454731 


9000 A 1 7 o-743 974163 
ZO7O.AI / .gZ'f J_Z- /** I O J 


-c 
r 


lV>f00043 1 59 A »F1 0 


¥ TP3 JDritv»P/\1j«m 

u V/ j -Jr nin v^oion 


5644 


453730 
H J J / JO 


9000 n 1 7 o*43 Old 1 66 


r 


M00043 1 69H-PA6 
IVJOUUH J 1 DZU .HUO 


TTP^-Pr4mPrk1/w 


5645 


450784 

*t JO / 0*T 


9000 PH 7 cr743 974 1 60 


r 


M00043 1 7 1 n«nos 


T TP 3 .Prim P/%1 


5646 

JOHO 


404081 


90Q0M17&743 9741 75 

ZU7U. 1VII / ,gZ*rJ Z /41/J 


r 


M00043 1 Q 1 P-O05 


T TP3-PrimPrtl/\ri 

U L/J -r nini^ojioii 


5647 


456793 

HJO /Z.J 


9000A18o*43 974170 


v 
r 


lof 00043 1 59 A «n0R 
IVlOOOf J 1 JZ/V.VJUO 


T TP 3 -Pri tnPnl nn 


564R 


596440 


9000 PI 8 ar4^ 9741 81 

ZU7U.VI O.gZ't J_Z. 7 4- lO 1 


r 


loT000431 50 A -PA 1 
IVIOOOH J 1 J7A.LU1 


T TP3-PrirwPn1nn 
U V/ J -x ITITlV-^OlOll 


564Q 


4136Q3 

*tl 


9000H18»74^ 974186 

Z^O^O.Fll O.gZt J Z / H 1 OD 


r 


"M00043 1 74R»R06 
lVJOOO*t J 1 /*tx>.I>UO 


T TP3_PrimPo1r»Ti 


5650 


45431 1 

t J*T J 1 J. 


9000 T1 8 o^ATK 9741 88 

ZU7U.J XO.gZH-J Z. /HlOO 


r 


M00043 1 89R-P09 


T TP3 -Prim Pnl nn 


5651 


596733 

JZO / DD 


9000 H90 ov&l 9749 1 8 
zu7u.nzu.gz t t j z / *tz. i o 




M00043 1 74P«P06 
iViOOOnJ I /*f^.^Oo 


T TP3 -Prim Pnl rm 


5659 


439150 

HJZ 1J7 


9000 K90 074^ 974991 
ZrO^o.rvzu.gz'r j x t / L t^.z,i 


F 


TM00043 1 84n«r»06 

lViOOO*+J iO t fi-/.\JVO 


T TP3-PrimPn1n« 


5653 


453083 
HJ J5»o J 


9000 M90 otAI 97499^ 

Z070.1VIZ.U.gZ*rJ_ J Z /*tZ-Z.J 


■p 


N/T00043 1 09R-H06 


T TP3_PrimPn1nr» 


5654 

JOJt 


^19179 

J Jo 1 /Z 


9000 TSJ90 &-74^ 974994 
Z,05'0.rNZO.gZ t rJ Z /*tZ.Z*r 


r 


M00043 1 05r>« A05 


T TP3 -Prim Pnl nr* 


5655 

JOJ J 


454690 


9000 P99 0743 974958 


r 


M000439 1 0P-P08 
1 Vi. O O O** J Z J. O . Ei v 0 


T TP 3 -Prim Pnl nn 


5656 

JOJO 


530030 


9000 A93 cr-743 974950 

Z-02'0./\ZJ.gZ'TJ___Z /'tZ.JJ' 


r 


ToT00043 1 59P-I404 


T TP 3 -Prim Pnl nn 


5657 

JOJ / 


934970 


9000 H93 0743 974965 

Z.070.VjZ.J.gZ t tJ Z> /*tZOJ 


F 
r 


M00043 1 79PR05 

IVIOOOHJl /Zl_/.X50J 


T TP3 -Prim Pnl nn 
UvJ x ruii^uiuii 


5658 

JOJO 


590749 

JZ7 /*+Z- 


9000 T94 or43 974983 

Z.0270.1Z*T.gZ*Tj Z/HZOj 


17 

r 


MO0043 1 78P-H06 

iV1000*TJl /ol^.VJUO 


T TP 3 -Prim Pnl nn 
%J V/ J x I Ulll^OlOXl 


565Q 

JUJ7 


404461 


9009 H04 0743 974444 

Z-OyZ.VJOH.gZ*t J Z, /*T*t*T*T 


p 
r 


"NA00043438R-P1 0 
iVIOOO't J *r J 0 JD . C 1 0 


TTP3-PnlnnTvT*»tT ixrp»r 


5660 

JOOO 


451093 

*t Jl OZO 


9009 T04 ar43 974446 

Z.07Z.I0*t.gZ < T J Z f ttnO 


p 


MO0O43448D'H00 
ivioooHj't t toi-/.no7 


TTP3-Pnlnn'N4'#*tT ivAr 
UV/J ~\^010IUVlt?tJul VCl 


5661 

J DO 1 


535436 

J J JHJO 


9009 H05 ot43 974460 

z.oyz.vjoj .gZ*tJ Z- /*T*tOO 


r 


M00043438P-ni9 
1VI 0004 J *f J O O . U 1 z 


T TP3-Pn1nn\/TptT iv*»r 
U ^ J -A^OlOIllVxCLxwl VC1 


5669 


456om 

HJOOOx 


9009 "NT05 ot43 974467 

Z.07Z.l>0J.gZ*TJ Z /tHO / 


P 


M00043470P- A0 1 
IVIOOOH J*f / OV^.AO 1 


TTP3-Pn1nnTvT*»tT iv^r t 
ULj "\^010I11Y1CIJ-»1 VC1 


5663 

JOOJ 


450794 

**JO /aH 


9009 O06 ot43 974484 

Z.OJrZ.UVO.gZ'TJ ^Z / *t*tO*t 


P 


M0004347813Tin 1 


TTP3-PnlnnAA**fT iv^r 

U ^ J -V^OlOIUVxGU-fl vol 


5664 


539142 


2092.A07.gz43_274486 


F 


M00042592A:H02 


UC3 -ColonMetLiver 


5665 


450914 


2092.K07.gz43_274496 


F 


M00043455C:G07 


UC3-ColonMetLiver 


5666 


455855 


2092.P07.gz43_274501 


F 


M00043484D:H08 


UC3-ColonMetLiver 


5667 


537451 


2092,F08.gz43_274507 


F 


M00043433A:F02 


UC3-ColonMetLiver 


5668 


535123 


2092.G08.gz43_274508 


F 


M00043439C:D05 


UC3-ColonMetLiver 


5669 


452830 


2092.J08.gz43_274511 


F 


M00043452D:D05 


UC3-ColonMetLiver 


5670 


534054 


2092.L08.gz43_274513 


F 


M00043460D:C03 


UC3-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONED) 


LIBRARY 


DO J I 


lOZOJl 


9007 MflR cr^ztt 974S14 

ZU7Z.lVIUO.gZHO__Z l*t 


r 


Mnno4^4fi5R-noR 


TTP^-PnlnnTV/fpfT iv<>r 
J~V^/UlUiXLVlCLi-»IVCl 


^£77 
DO/Z 


433Zoy 


7HG7 nfiO 77/K71 
ZU7Z.l/U7.gZ4J^Z /HDZl 


r 


Mnnn4^ii7np'pn9 


TTP3-.pAlAn7V/f/»fT TT/pr 
u wo "woioiuvioiXrivcr 


5 £73 
DO ID 


430UZU 


7HQ7 M A 0 rr-y/n 774575 
ZUyZ.rlUy.gZ*f3__Z /4jZj 


r 


iva n n (\A1AA -H0 1 


U w v^VJlUIliVlC LLfl VCI 


JD /4 


44oy40 


OnOO TOO ctvAl 77457£ 

zuyz.j.uy.gz43_z /4jzo 


p 
r 


iviuuu4j44y\^.jriuy 


T TP ^ _p ^1 r\n Mf*tT ivpr 


JO/0 


JJ7JJJ 


7HQ7 T HO rryzn 774570 
ZUyZ.L»U7.gZ4J__Z /hjz^ 


r 


Mnnni^A^nnwm 


TTP^-pAlnnMpfT ivpr 
U \-"J ~ V^OIOIiiVlCLLfl VCI 


jo IO 


4DUCOo 


zuyz.r Uy.gZ43_Z /4J33 


p 
r 


TMnnnd^ztR* a *cc\a 


TTP^-pAlonTV^ptT ivpr 

uv^j*^ujonivicuuivci 


DO/ f 


^/M7<* 

3443jj 


7H07 Fin rtrrAI 77453ft 
ZUyZ..CiU.gZ43_Z /4D35 


p 


ivAnnnd'3477P*Pi i 

iviUUU4^4Z 1 


TTP^-PnlrwilV^PtT fi/pr 


Oo/o 


4jZ1zo 


inoo Pin a-»/I7 
zuyz.r iu.gz43_z/4D j y 


P 
r 


\yrnnn47A^ii A '1-107 

JVlUUU4j434A.rlUZ 


TTP^-pAlATiAjfpfT ivpr 


so/y 


44/334 


7HQ7 Tin errAI 774547 
L\jyL .1 1 U.gZ4 3_Z /434Z 


p 
r 


\t[C\(\(\A1AAQT\- £k(\(> 
lVLUUU4o44yjJ .AUO 


TTP^-Prvln-nlV^ptT ivpr 


5osU 


40DZJO 


zuyz.r 1 U.gZ4 3__Z /4j4y 


p 
r 


\a n nnzi ^ ^ s < r • pno 

JVlUUU4o4oJt3.\^Uy 


TTP3-P/\lr\ri'M'f*tT ivpr 

U l»/ J ■^OIOIliVlcLL/lVCr 


5ool 


4jjzU1 


7nQ7 P1 1 r»-»43 774557 
ZUyZ.L/1 l.gZ4J__Z /HddZ 


p 


TvyrnnnA7A4np«Pi n 

IVlUUU4Z04UL/.\-/ J-U 


TTP^-P/xIrmTMp+T ivpr 


5682 


535129 


2092 .r 1 1 .gz43_z/4553 


T7 

r 


\K(\C\(\A1A1AT±'T\C\(L 

MUUU43434U.JJUO 


TTP^l P«1rt-riA>r«fT fi/or 
Ul^3"C0I011McXljlVcr 


5683 


vl C C O AO 

455808 


AAAO TJ1 1 ~„/f 0 01/1441 

2092 .HI 1 .gz43_274557 


r 


MUUU43440CHU4 


TTP7 P*x1^»*\/r***-T ivar 

u^3"i^oionMcTiviver 


5684 


215366 


aaa^ Hi -.—/lO nHACCQ 

2092.11 1 .gz43_z7455o 


r 


MUUU4J44yi/.xiUy 


u v*3 "i^oioiiivicXJ-iiver 


c ^ a c 

5685 


AC £**C A 

456254 


aaaa tii n/iccn 
2092. J 1 1 .gz43_274559 


r 


MUUU4i4j3i5.CUO 


u v./ 3 -i^oionMciLfi ver 


5686 


536415, 


IWl.ri 1 1 .gz43_z /43o3 


r 


Ti/rnnn/iQ/iTo A *pn^ 
JVIUUU4J4 /ZA.JdUO 


Ul^3-UOJ011McTJ-/lVOT 


5687 


jlf OOA1 

452801 


2092 .F 1 2 .gz43_27457 1 


r 


MUUU43 43415. liU4 


TTP'i Pr\1r\**1V4'<**T uror 


c ^ o o 

5688 


y< A AO £ O 

400258 


AAAO TJT1 A **.~yfQ AlylCIO 

20y2.rilz.gz4i_z /45 15 


TT 

r 


TV K C\ n C\A 1 A A CC" > P f\Q 

MUUU4344oCxiUo 


u i^3 -i^oioiiMexiwiver 


£ /"OA 

5689 


546121 


2092.J 12.gz43_Z74573 


TJ 

r 


tv yrn n n/i i a < *2 p • pn7 
MUUU434j3JD.rUZ 


Uwj^oiomvieTJLfiver 


5690 


A C A 1 

454621 


2092.K12.gz43_27457o 


p 
r 


MUUU4i4j /CdIZ 


U 3 "^OlOIUVlclJulVcr 


5691 


455162 


aaaa t\ i o „ An a co c 

2092 .D 1 3 .gz43_2745 85 


r 


MUUU434ZZI5.L/U3 


TTP7_Pi-\1i-*M\4"ofT iTror 


5692 


543429 


AAAA Tl 1 *5 /I O Ol/ICm 

2092.P13.gz43_274597 


T? 

r 


MUUU4 3 4 <5 0x5 . U UZ 


T TP^ _P/-^1 r\f-klV/l*>+T iTrar 

u v/3 -\^oi onivicXL/ivcr 


5693 


/4 C ^A A A 

456249 


A A AO T1 A - AO A C(\C 

2092.11 4.gz43_27460o 


r 


MUUU434DUr5.Cl 1 


T TP'S—P/^l^vrilV/To+T iiroT- 

u i^3^oioiiJvioxivivcr 


5694 


531461 


A AAA T ] 4 OTyl/IlO 

2092 .E 1 5 .gz43_2746 1 8 


r 


MUUU434ZoU.AUo 


u 1^3 "i^oionivicXijivor 


5695 


455572 


209z.ril5.gz4J_z/4DZl 


r 


\/rnnnii'3447 a «Pn7 

IV1UUU4344 /A.rUZ 


TTP^-PaIam'MWT ivAr 


5696 


456783 


aaaa ti c -.—A 1 'iHAZ.n 

zUyz .1 1 5 .gZ43_Z /4oz2 


r 


T\/rn n n4 q 4 ^ np « un ^ 

M U U U43 4 3 Ul> .rlU-> 


TTP7-Prklr»n\/fpfT ivpr 

U\_/3 -i_/OionivicuL«i vcr 


5697 


A C A A 

2544 


209z,N15.gz43_Z/4DZ/ 


p 
r 


T\yfnnnzi7A7 i 5r , 'Pi i 

IV1UUU434 / jL.DI I 


T TP Q _p r»1 r»n KiptT ivpr 


5698 


543431 


zuyz .r 1 D .gZ4 j__z /4ozy 


p 
r 


"M^n n ciai a 8 • n n7 

iVxv U U4 D 4 0 Ov . U UZ 


T TP^-Pn1onMptT .ivpr 


5699 


402534 


AAflO r\1 & r+-rA1 AAA A 

z0yz.UiO.gz4J_Z/4o44 


p 
r 


\/fnnnA°/is i A«r^n7 

IViUUU434o 1 A.VJUZ 


T TP^-pAlAn\lptT ivpr 
U \sD ^V^UiUIllVICLL/IVCI 


C7AA 

5700 


A C AC a 

454563 


Anno TIT r+r*A1 1HA£*\A 

zUyz.ll / .gZ4J_Z /4oj4 


p 
r 


x/innnd^A^np «pi i 

lVIUUU434JU\-/.r 1 1 


TTP^-pAlonMpfT ivpr 

Uw **V_/UlUniVlCLL*I VCI 


5701 


C A 1 A A 1 

541901 


2U92.K1 / .gz4i_z/4o3u 


p 
r 


TA/rnnnA7./i^Q a «pn» 

JVlUUU434jyA.rJUo 


TTP^-PnlAnAvlptT ivpr 

UV/J V-'UlULLlYXCU-fl VCI 


5702 


C0iC^A< 

536225 


oaoo tit rwAi oiA^^n 
zUyzXl / .gZ43_Z /4o3 / 


p 
r 


iufnnn4^ziA7P'Pi 7 

IViUUU4j40Zl-/.lllZ 


TTP^-PnlnnMpfT iver 


5703 


455379 


2092 . M 1 7 .gz43_z74o3 o 


P 
r 


IvlUUU4340ol^.JJU5 


TTP^-PnlATiA/TpfT ivpr 

UW "^OlOIlIVlCUbl VCI 


5704 


A C £ C £1 

456567 


AAAA Tin ^ A 1 T7/!£^l 

2092.P 17 .gz4i_z74oo 1 


17 

r 


*N^nnnA7/ifi^r , *Pn7 

IVlUUU434o0l^.rU / 


TTP^-pAlnnlV4ptT ivpr 


5705 


539804 


zUyz 1 0 .gZ4 J_Z / 4oo4 


p 
r 


ivjrnnnii^4i 7 A 'Hi 7 

1YIUUU4J41 /A.niZ 


TTP^-PnlnnMpfT iver 

UW ^vIUlIiVJCUL^l Vwl 


5706 


452618 


2092 N18 ez43 274675 


F 


M00043473D:D11 


UC3-ColonMetLiver 


5707 


543855 


2092J19.gz43_274687 


F 


M00043453D:D02 


UC3-ColoiiMetLivcT 


5708 


415326 


2092.L19.gz43_274689 


F 


M00043462D:C09 


UC3-ColonMetLiver 


5709 


455117 


2092.B20.gz43_274695 


F 


M00042600D:B08 


UC3-ColonMetLiver 


5710 


455601 


2092.C20.gz43 274696 


F 


M00043417B:F12 


UC3<;olonMetLiver 


5711 


455254 


2092.E20.gz43_274698 


F 


M00043430D:C01 


UC3-ColonMetLiver 


5712 


402916 


2092.120.gz43_274702 


F 


M00043451A:B02 


UC3-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


571 7 


455BA4 


7007 TsJ70 o^A^ 974707 
ZUyZ.l>IZU.gZ40__Z /4 /U / 


r 


M0004^474PH0 < 5 




J /14 


775ft£ 


70Q7 POO o<t47 774700 

zuyz.irzu.gz4j_z m /uy 


r 


'M00047 1 4ftQP-W0fi 


UW v^UlUX LLV1C LL/1 Vvl 


571 5 


457707 

4->Z.3yZ 


70Q7 "R71 (T-r4^ 77471 1 
ZUyZ.JjZi .gZ*+3__Z / 4 / J. 1 


V 
r 


*M00047^00n*F1 1 


TTP^-PolAnMf»tT iv^r 
yj \sJ "x^uiuiiivicuui vci 


571 A 


4477ftO 

44/ joU 


7 007 P71 ci-jA'X 774717 
ZUyZ.\^Zl.gZ43_Z / 4 / 1Z 




M0004^41 7^*^! 7 


U VxJ "V^UlUIUVlCu-/! VCI 


5717 
Jill 


44BZ3U 


7007 T71 ct-741 77471ft 
ZUyZ.lZ 1 ,gZ43_Z / 4 / 1 o 




M0004^45 1 R'HOR 


T TP^-Pnl AnMf*tT iver 


571 Q 


5*2A1 71 


7007 1377 n-y47 774777 
zUyz\J3Zz.gZ4j_Z /4 /Z / 


r 


A/TO0O47£3 7/^-17 1 7 


TTP^-PrkToTiA/TpfT ivpr 


501 0 

j lly 


455501 
4333U1 


7007 T-T77 ervAl 774777 

zuyz.rizz.gZ4^_z IHIJO 


17 


\40004^44ftR-P0R 
jYl UU U4 j 44 O JD .XLl/O 


UvJ "\-/UIUILLVlCLLjIVCr 


5770 

5 /ZU 


/155ftAO 


7007 H77 rr-r47 774740 
zUyZ.\JzZ.gZ4J_Z /4 /4U 


17 

r 


MO004^4ft^P*nO1 


U \^ J "vA/lUIliVXCLLfl Vvl 


COO 1 

5721 


/lOOOOO 


7AQ7 POQ 7747/1/1 
zUyz.UZ3.gZ43_Z /4 /44 


17 
r 


1V^O0O4'34 1 ft A • A OA 


1 TP^.P/^lnnA/lptT ivpr 

U\/j -v^oioiuyicLL/ivcr 


5722 


453514 


7AA7 ^77 rr^/17 77/175/C 

ZU9Z;Uz3.gz4i_z/4/DO 


17 


A4O00474R7 4 'D.f*1 1 


TTP7_P/\1/miA4p+1 ivpt 
UvJ " v/OioiuYic uuivcr 


5723 


538582 


OAOO XJ7/I ^v-zlQ 07/17/C5 

z0yz.oZ4.gz43_z /4 /o5 


r 


A/fO 004*3 44 5^*^107 
1V1UUU4 J445V^.VJU / 


Uw - v/OioniviciL/i vcr 


5724 


/I /IOOOO 

447238 


OAAO T7/1 *»-/n 07/l7<£ 

z0yz.lz4.gz43_Z /4 /oo 


17 

r 


A/TOOO/1'34 5 1 P'T-TO'3 


ulj -\^oiomvieuji ver 


5725 


/IC£500 

456577 


7007 DO/1 774777 

ZUyz.rz4.gz43_z /4 / /3 


r 


A4O0O4Q400 A *P07, 

iviuuu4j4yuA.ru d 


U J " OlUHlVlc UL<1 vcr 


5726 


11576 


010/£T?A1 0 Oft1/£ft5 

Z 1 /6.r U 1 .gz43_zo 1 Oo5 


r 


A/IAnO705O7T3'riO5 
MUU U 5 y 3 U JD. VJU D 


T4A/TRP TTnf 


5727 


401426 


OIO/XDAI Oft1£Q5 

zl /O.rUl.gZ43_Zol0yj 


r 


\4000 < 3QA05ri'T707 

m uuu j you J L> JCUZ 


MA/TPP-TTtit 


5728 


409330 


O 1 0£ AO /v-r/tO Oft 1 <AO 

zl76.r>0z.gz43_zoloy/ 


•p 
r 


muu u d y j o j d .n i u 


l-nwrPP-TTnt 


5729 


407195 


Zl76.U0z.gz43_z81oy8 


p 

r | 


A/rooo707/iO"r\«'m i 
jviuuujyjoyjj.i-ii i 


iiMJCf unx 


5730 


aii aoc 

411985 


O 10i£ T\AO A _/f7 OftHCOQ 

zl /6.D02.gz43_zoloyy 


p 
r 


MUUUjyj ly/\.D\J3 


xxiviiiL/-unx 


5731 


412621 


0 10£ "DAO »~/10 OOT7A1 

2176.r02.gz43_zol /01 


T? 

r 


AAA0070507F4»POft 
MUU U3 yj U j V . eA) o 


riMJtii-r-unx 


5732 


407711 


TTAO O OQ1OA0 

2176.H02.gz43_281 /03 


r 


A/TAAA'205 1 /H5'P07 

MUUU3yM415.iiU / 


xiiVLC/i^-unx 


5733 


411113 


2 1 76.003 ,gz43_28 1718 


T7 

r 


A>TAAA , 2G50ftTVf ,, 07 

MUUU3yDU<SJJ.uU3 


XJ\>fPP Tint 
fiUYLDL/"*UnX 


5734 


402411 


O 1 Oz£ TA/I „„y15 OQIOO/C 

2176.1 04.gz43_2 8 1 73 6 


p 
r 


A>f AAA7Q577 A 'T^OO 

MUUU3y^z3A.l-IUy 


WIV/TRP TTnt 

riMcv/'Uni 


5735 


147279 


O 1 0/£ TA£ OQ10£5 

2176.r06.gz43_JZ81765 


r 


AyTO0O705O4Tl»17O5 
MUUU3y3U413.rU3 


ijivicL,- unx 


5736 


400628 


O 1 Oz£ T A/£ ^.—/lO OQIOOl 

2 1 76.L06.gz43_28 1771 


p 
r 


A K A A A7 O 5 £ CT\ • T7 Oft 

MuuuoyjDojj.nuo 


xixviiiv^-unx 


5737 


A f\H A A"l 

407443 


OIO/C AAf OQ177Q 

2176.C07.gz43z81 /78 


p 
r 


A>f00070771 A«"P01 
MUUUJyj /iA.HUl 


riiYLcv^- unx 


5738 


413346 


O 1 O/C XT AO «w/t 0 OQIOOQ 

2 1 76 .N 07 .gz43_2 81789 


p 
r 


A K O A 07 0 5 Q7 C '170Q 

Muuu3y3yzcruy 


xiMxivy ■ unx 


5739 


125543 


0 1 H£L f\ A7 *+**A 1 7S17QO 

zl /o.uu/.gz43_zoi /yu 


p 
r 


A/fOOO705Q0 A »POft 
MU UU j y j y y A. CAJ o 


T-TA/rFP-TTnt 
rnvi C/V^ u hi 


5740 


202308 


Ol O^ "DAO **~A1 OC1701 

zl7o.rU/.gz43_zoi /yi 


p 
r 


A/fO0070A0^r , *'RO7 
MUUUjyOUOV/.J3U / 




5741 


A (\f\A O O 

400428 


/>T7/ VAO **,A1 OOIQAO 

Zl /6.K08.gz43_zoloUz 


p 
r 


A4O0O705A7 A 'T>1 0 
MUUUjyDOZA.UiU 


riivxDv^- unx 


5742 


400426 


0 1 1C UAQ r*~A 7 OQ1C15 

zl /o.rl0y.gz43_zololj 


17 

r 


A4O007Q5 1 AP'WOA 

LYi uu u j y d i o\»/ . jnuo 


IT-IVJUDV^" U III 


CO/I "2 

5743 


A AO 1 vf O 
4UZl4/ 


7 1 7£ DOQ 7ft 1 R7^ 
Z 1 / O.r Uy .gZ4 j_Zo 1 oZ3 


p 
r 


M0003Q607 A -P05 


lUVlDv will 


5744 


/I A AO 0 O 

400233 


Zl /O.Jvl0.gZ43_zolo34 


V 

Jr 


AA000705A7"n*"R07 
MUUUJ7JOZJ./.X3UZ 




5745 


408986 


OlO/CVll Q 0C1Q5O 
zl /O.Kll.gZ43_zJ>lojU 


17 


MO00^Q5A7n'n01 
MUUUJyjOZL/.VJUl 




5746 


A AA1 O 1 
40U1 /l 


717A T517 #vt/I7 7C1 ft 57 
zl /u.iJlz.gZ43_zoloj / 


p 


A4O007 t O7/:Ap.*D 1 0 
IViUUU^y JDOv/.O i\J 


-TliVU_/V^ \JLLL 


CI A H 

5747 


403671 


O 1 7/C r*l O ft-yll Oft 1ft 5ft 

zl /o.ulz.gz43zo lo jo 


p 


AyT0O07.07 4 77P-'RO0 
MUUU Jyj 1 jD.OKjy 


XliVi-CV^ Will. 


5748 


400047 


2176 A13 ez43 281872 


F 


M00039184A:A08 


HMEC-Unt 


5749 


404736 


2176.B13.gz43_281873 


F 


M00039366D:A02 


HMEC-Unt 


5750 


413627 


2176,F13.gz43_281877 


F 


M00039505B:G07 


HMEC-Unt 


5751 


407260 


2176.K13.gz43^281882 


F 


M00039563C:D01 


r HMEC-Unt 


5752 


155374 


2176.M13.gz43_281884 


F 


M00039586A:C03 


HMEC-Unt 


5753 


409612 


2176.I14.gz43 281896 


F 


M00039525B:H03 


HMEC-Unt 


5754 


402411 


2176.A16.gz43 281920 


F 


M00039184C:C05 


HMEC-Unt 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 

1/lUlVTLIVl 


J / j3 


Hi 1 12*1 


717£ Pi 7 rYT43 7S1G0ft 
Zl /O.l^l /.gZHJ^ZolVjo 


r 


X/TAAAQQOO*; A »PAO 


xiMbC-Unt 


J /DO 


41741 A 
412410 


717£ T17 rt t4 *^ 79104^ 
Zl /0.J1 /.gZ4^zoiy4D 


Tj 

r 


\ yf A A AO A < O /I Fk • 13 A7 

M00U3y534U.iiU / 


HMbL-Unt 


^7^7 


40^7*54 
**U0 /OH 


71 7 A Ml 7 rr-74'5 7ft 104ft 
Zl /O.lvll / .gZHJ_Zoiy4o 


r 


A A A A AO. O < ft T\ • "H A ^ 
M0 U U J y. J oOl-J . IAD 


xiJVLbL-Unt 


^7^ft 
J /Do 


dAC0A£ 
4UojU0 


7 1 7 A lf1 ft ntAI 7ft10£7 

zl /o.Jvlo.gZ4J_zol9oz 


r 


"N li A A AO A £ C A "D • T7 A ft 

MOOU3y5o4o.r Uo 


HMbC-Unt 




1UD4 


7 1 7£ 131 O r+-A1 Oft 10*71 

zl /o.Eiy.gz43__Zoiy ll 


T 

r 


A li A A A 0 A C A 0 T*\ -TJ AO 

M0003y502U.H03 


HMEC-Uilt 


j /oU 


406855 


O 1 O/C TIO r*~A 0 O O 1 AOiC 

2 1 76.11 9.gz43_28 1 976 


F 


A AAA AO OT"D-TfcA^ 

M00039527B:D06 


HMEC-Unt 


J /ol 


40U434 


2176 .H20 .gz43_2 81991 


F 


X>TAAA0A<CO1 A ."I^AO 

M0003952 1 A:D02 


HMEC-Unt 


J /o2 


/l AO 1 /IT 

40214/ 


7 1 OiC TO A *-ylO OQ1AAO 

21 /o.J2U.gz43_2819y3 


T 

r 


TVJTAAAO ACO/CO.T71 A 

M00039536B:blu , 


TTXiTC/^ ¥T— 4. 

HMEC-Unt 


J /Oi 


7A70A9 


O 1 7/C A47A r***A1 701A0£ 

21 /O.M2U.gz43_2oiyyo 


■c 
r 


"NyfAAAOO^OO A .XJ1 O 

M00039588A.rll2 


HMEC-Unt 


5 /64 


4ijyy / 


1 1 HC TO! OOOAAA 

21 /oJ21.gz43_282U09 


T7 

r 


TV if AAAO ACOiTO.UTAO 

MOO 03 95 3 6B :H03 


TjxrcA TT— . *■ 

HMEC-Unt 


5765 


409589 


on/c ^_/t o oqoaia 
2 1 76.K2 1 .gz43_28201 0 


F 


IV it A A AO A <C £ A /"* .TJA < 

M00039564CH05 


HMEC-Unt 


J /oo 


/i aoo<o 
40y2o2 


OIO^AVIOI r*~rA1 OOOAIO 

21 /O.M21.gz43__2o2012 


r 


TV it A A AO A« O OD .TJTAO 

M0003y5 8od .HU2 


HMEC-Unt 


5/67 


405932 


OIO/CUJOO o oOOAOO 

2 1 76 .H22 .gz43_282023 


F 


TV/IAAAO ACOl A.TJAi 

M00039521L:b01 


HMEC-Unt 


5768 


20517 


Ol^ XAOO ^„HO OOOAOO 

2176.M22.gz43_282028 


r 


Ti 4 a a ao nfoon.ri a 

M00039588D:r 10 


HMEC-Unt 


co^ a 
5769 


A 1 O Al < 

413915 


^17/ niO O OOOA/tO 

2 1 76.F23 .gz43J282047 


F 


TV VTAAAO A^ 1 A A ./^ 1 1 

M00039610A:Cj1 1 


TTX iTCr* T T— + 

HMEC-Unt 


5 / /0 


/1 1 O/l 0*3 

412483 


010£T?0/1 OOOAOO 

21 /0.r24.gz43 282053 


r 


A jf A A AO AC AOTVCAO 

M0003y507L>:iiU3 


HMEC-Unt 


cot i 

5771 


402392 


O 1 Ti£ /"""OA . A"i OOinCyl 

2176.G24.gz43_282054 


F 


TV /I A A AO A£ 1 il A ./TiAO 

M000395 14A:Ci03 


TTX >TT?0 TT— .4. 

HMEC-Unt 


5772 


/l Al < 1 A 

401510 


O 1 H£L TO/! «%-**>IO OO0A<O 

21 /6J24,gz43_282057 


T7 

r 


A if A A AO ACOOD."CAiI 

M0003y537b:r0o 


HMEC-Unt 


5773 


A AO C A A 

408649 


Alii/ Y <"|/|~ AO OOOACA 

2 1 76.L24.gz43_282059 


F 


TV>TAAAOArOO A ./^»AA 

M00039583A:Cj09 


TLTX/TC/O TT— .a 

HMEC-Unt 


CTTA 

5774 


418682 


2178 .K02 .gz43_282 1 60 


F 


X JTAAAyl Al OTD.PA^ 

M00040 1 83B:C06 


ttx jm/^ i_T?/™'Tn i 

HMEC-bFGF 


5775 


417259 


2178.E04.gz43 282186 


F 


■» K f\r\ A >|A1 jI 1 A 1 A 

M00040141A:G10 


TTJX JTT^f^ LPAT7 

HMEC-bFGF 


5776 


20517 


O 1 TO r»A /< /* O OOOI AT 

2 1 78 .P04.gz43_2 82 1 97 


F 


TV iTAAAvf AOO CA.HAO 

M00040235C:D02 


TTX jTCA T_T?/^T7 

HMEC-bFGF 


C TTT 

5777 


/« 1 A OO 1 

414821 


1 1 TO A C ~.—A O OOTOAVl 

2 1 78.005 .gz43 J282204 


F 


TV K AAA/1 A 1 /TAA . A A/I 

M00040 1 60C : A04 


TTX >TT7/^* 'LTDOT? 

HMEC-bFGF 


5778 


402534 


2 1 7 8 . K05 .gz43_2 82208 


T? 

F 


TV /TAAAilAI OTA.PAO 

M00040183D:C08 


ttx /mr^ i^Tn/^T? 

HMEC-bFGF 


5779 


A AO il 1 1 

4024 1 1 


O 1 TO T\AT - A O OOOOO O 

2178.D07.gz43 282233 


F 


TV iTAAA /IAIO/1 A . AAT 

M00040134A:A07 


HMEC-bFGF 


C70A 

5780 


a 1 aocc 

419255 


OTTO T AT ^ A O OOOOyll 

2178 L07 .gz43_28224 1 


F 


X >T A A A/1 A 1 OQT3.T7AC 

M00040188B:E05 


ttx itT?o utrr 

HMEC-bFGF 


CTO 1 

5781 


A 1 O/IOiC 

417426 


OIOO 1 1 ^-/lO OOOOAA 

21 /o.Cjl l.gz43_282300 


r 


M00040 1 6 1 C:rl06 


ttx mr* 'UC/^T? 

HMEC-brGr 


5782 


vi i c cot 

415527 


O 1 TO A O OOOOI^ 

2 178.012.gz43 282316 


F 


X iTAAA/t Al ^1 n.PAO 

M00040161D:C03 


HMEC-bFGF 


5783 


vf 1 OO /f A 

418340 


O 1 TO TIO /I O OOOOIA 

2 1 78 J 1 2 .gz43 2823 1 9 


F 


X Kf\f\t\A A1 O 1 TO T)A^ 

M00040 1 8 1B:B06 


TTX AT?/"* 1 LCr'T? 

HMEC-bFGF 


5784 


/I AO ICjI 

403154 


O 1 TO T IO O OOOOOI 

2178.L12 .gz43_28232 1 


F 


X /TAAAilAI OAT\. A l\£ 

M000401 89D:A06 


TJX ^CP 1_T7/""»T7 

HMEC-brGr 


5785 


/t AO OOI 

403837 


OITO TIO OOOOOC 

2178J13.gz43_282335 


F 


X K AAA A A 1 O 1 TO./"»AC 

M0004U181B:L05 


ttx /nor* x^uf^x! 
HMEC-brGr 


5786 


A \ 0 A OO 

418482 


O 1 OO 1 1 A *.~A1 OQOOCO 

21 /o.L14.gz4 3^282353 


r 


X >T AAA/1 A 1 AATJ.AA1 

M00040 1 90B :C02 


HMEC-brGr 


f TOT 

5787 


A 1 ATC 1 

419751 


OITO pi < ~—A O OOOO/CA 

2178.C15.gz43_282360 


F 


X iTAAAO ATZTAT5.T71 O 

M00039760B:r 12 


HMEC-brGr 


CTOO 

5788 


/J AO AO A 

402070 


21 /o.t>16.gz432oz3/5 


■c 
r 


A H A A A 0 AO € O TV .T\ AO 

M00039752D:U07 


HMEC-brGr 


5789 


A AO ATA 

402070 


OI^C "NT1/C /vf»>10 OOOO07 

21 /c$.INlo.gZ43 _ZozJo/ 


17 

r 


A>f AAA/J AOOO A .17AO 

M00040227A:jE07 


XJTK/TCC* UT/^217 

HMEC-DrGr 


^700 

D 




?17Rri8p74^ ?a?40X 






A AiVJJJrV^ L/A VIA/ 


5791 


147279 


2178.P19.gz43_282437 


F 


M00040248A-.G09 


HMEC-bFGF 


5792 


402353 


2178.H20.gz43 282445 


F 


M00040171B:H03 


HMEC-bFGF 


5793 


416914 


2178.L20.gz43_282449 


F 


M00040196B:F10 


HMEC-bFGF 


5794 


163970 


2178.E21.gz43_282458 


F 


M00040145B:C12 


HMEC-bFGF 


5795 


416762 


2178.021.gz43 282468 


F 


M00040233C:F09 


HMEC-bFGF 


5796 


57183 


2178.M22.gz43 282482 


F 


M00040222A:E06 


HMEC-bFGF 
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m 

NO 






ORIE 
NT 


n one to 


* 

T TRRARY 


5/91 


403306 


2184 .DO 1 ,gz43_2o2o7U 


r ! 


A /TAAAO AA€A/" >1 ./- , A£ 




CI AO 

5798 


402298 


Ol 0>t T AT A O lOO^IO 

21o4.LQl.gz43JZ82678 


T? 

F 


M00U4032oLJ.AU3 


HMbL-VbVjr 


5799 


420958 


/\iOj| TTAO A O ^OI^AO 

2184.K02.gz43J282693 


F 


X #AAA/IA')T>Dt A AO 

M00040322B:AU8 


JrlMbL-VEGr 


5800 


423884 


O 1 O A A AO _ A O O O O /" A A 

2184 . A03 .gz43_282699 


F 


M00039747A:HO6 


HMEC-VEGF 


5801 


268336 


o i a J T a a A ~\ Ann^n i 

2 1 84 . J04.gz43_282724 


F 


* /AAA A /\0 1 O _T~\/\/\ 

M000403 1 8C:B09 


HMEC-VEGF 


5802 


422590 


2 1 84.O07.gz43_282777 


F 


M00040364B:E1 1 


HMEC-VEur 


5803 


402298 


2184.A08.gz43_282779 


F 


i f A/\A^An>iA'n./* , Ar 

M00039749B:G05 


HMEC-VEGF 


5804 


423534 


2184Jll.gz43_282836 


F 


M00040319D:G10 


HMEC-VEGF 


5805 


423008 


2 1 84 .Kl 3 .gz43_282869 


F 


M00040323D:F04 


HMEC-VEGF 


5806 


424723 


2 1 84.N 1 3 .gz43_282872 


F 


M00040347B:B11 


HMEC-VEGF 


5807 


20517 


2184.D16.gz43_282910 


F 


Tk f AAA1 AAf OT\.T>Af 

M0003 995 8D:D05 


HMEC-VEGF 


5808 


403306 


A 4 A\ A MB J A *»V A jOk >\ Zo\ 

2184.A17.gz43_282923 


F 


M00039750C:F08 


HMEC-VEGF 


5809 


140224 


2184.A22.gz43_283003 


F 


M00039762C:D11 


TTX if 1 X IT'AP 

HMEC-VEGF 


5810 


402298 


2 1 84 .G24.gz43_28304 1 


F 


M00040294B:E09 


HMEC-VEGF 


5811 


468930 


1564.A01.gz43_296552 


F 


M00042709B:G05 


UC2-NormColon 


5812 


463143 


1564.B01.gz43J296553 


F 


M000427llB:H04 


UC2-NonnColoii 


5813 


465785 


1 564 .CO 1 ,gz43_296554 


F 


M00042713B:C08 


* TAA X.T^ /0^t^ — 

UC2-NormColon 


5814 


453766 


1564.101 .gz43_296560 


F 


M00042724A:G02 


UC2-NormColon 


5815 


462398 


1 5 64 JO 1 .gz43_29656 1 


F 


\ JAAAilAHA^ 1 

M00042726D:G1 1 


f T/1A XT /0„1^_ 

UC2-i\onnColon 


5816 


390563 


1 564.00 1 .gz43_296566 


F 


■fc AT f\f\f\ A O WO Ml > Af^t\n 

M00042737B:C07 


TTAn *XT_ /0_1 

UC2-NormColon 


5817 


447189 


1564.C03.gz43_296586 


F 


M00042713B:F03 


UC2-NormColon 


5818 


462348 


1564.H03.gz43 296591 


F 


M00042722A:G08 


T T/OO -XT JO-1 

UC2-lVormColon | 


5819 


446740 


1564.O04.gz43_296614 


F 


M00042737C:C07 


T T/Oo *VT . . JO _ % 


5820 


447268 


1564.C05.gz43 296618 


F 


■X *AAA>100)1 OO.nAO 

M00042713C:B08 


TiriA XT . . A _ t 

UC2-NoniiColon 


5821 


461316 


t— aT j\ r\ m A +\ f\Af\. V* j<" 

1564.K05.gz43_296626 


F 


M0G042729A:F11 


TTAA -xt _ jo _ l 

UC2-MormColon 


5822 


420686 


i j» y j "v t /"v /» JO OA^>*OA 

1 564 .N05 .gz43_296629 


F 


•» /AAA < A'llf ./^ AO 

M00042735C:G02 


T T/oo **.t , . jo _ t — 

UC2-NormColon 


5823 


447579 


1 5 64 . 0 05 .gz43_296630 


F 


» f AAAit^TAfj/t T7AO 

M00042737C:E03 


1TAA XT . JO _ 1 

UC2-lNonnCo]on 


5824 


447006 


1564.B06.gz43_296633 


F 


■» /AAA JnOI 1 A.TT| A 

M00042711C:H10 


TT/OO X,T^ - JO _1 

UC2-lNonnColon 


5825 


463824 


1564.N06.gz43_296645 


F 


1h CAAAAOnO ^ T\ A An 

M00042735D:A07 


TT/OO \T . _ JO -1 

UC2-MormColon 


5826 


461135 


I564.G07.gz43_296654 


F 


& fAAA A f\ f\ T"*AO 

M00042720C:E03 


UC2-NormColon 


5827 


388688 


1564.A08.gz43_296664 


F 


■» *■ A AA A O OT 1 A A 1 A 

M00042710A.G10 


T TPO 'VT-. JO-1 


5828 


462986 


1 5 64.K08 .gz43_296674 


F 


/AAA JOMAfl A TTAft 

M00042729A:H08 


UC2-NormColon 


5829 


454825 


1 564.M08 .gz43_296676 


F 


% /AAA>I^^O^.AAf 

M00042733C:C05 


YTAI XT JQ-1 

UC2-rsonnColon 


5830 


466614 


1564.O08.gz43_296678 


F 


H Jf A A A A A OOOTT^ AO 

M00042737D.D03 


T T/OO XT- . /O - 1 

UC2-WormColoa 


5831 


457975 


1564.A09.gz43_296680 


F 


H A*AAAAO«1 AT^ A A 

M00042710B.B09 


TT/OO XT - JQ-1 

UC2-NonnColon 


jojZ 




1 x£/l TOO OQAfiftR 
1 3 OH . 1U V .gZ*» J^Z 7 OD o 0 


xt 
r 


1VJLVV/V/*TZ. / <fc*TA-/.JJV/*T 


T TC9 -Normrolon 

W V/X A 1 vl 1 II V/vAV/1 A 


5833 


456530 


1564.Cll.gz43 296714 


F 


M00042714A:G04 


UC2-NonnColon 


5834 


462337 


1564.Ell.gz43_296716 


F 


M00042716D:G04 


UC2-NormColon 


5835 


447387 


1564.Nll.gz43_296725 


F 


M00042736A:F03 


UC2-NonnColon 


5836 


467780 


1564.B12.gz43_296729 


F 


M00042712A:E08 


UC2-NormColon 


5837 


447561 


1564.C12.gz43_296730 


F 


M00042714A:H05 


UC2-NonnColon 


5838 


461313 


1564.K12.gz43_296738 


F 


M00042729B.F10 


UC2-NormColon 
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SEQ 
ID 

NO 


CLUSTER 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


5839 


453679 


1564.L12.gz43_296739 


F 


M00042732A:A11 


UC2-NormColon 


5840 


446964 


1564.G13.gz43_296750 


F 


M00042721A:G07 


UC2-NormColon 


5841 


459158 


1564.H13.gz43_296751 


F 


M00042722D:C12 


UC2-NormColon 


5842 


450723 


1564.M 1 3.gz43_296756 


F 


M00042733D:GO8 


UC2-NormColon 


5843 


447826 


1564.C15.gz43_296778 


F 


M00042714B:E01 


UC2-NormColon 


5844 


446741 


1564.D15.gz43_296779 


F 


M00042715D:E02 


UC2-NormColon 


5845 


452687 


1564.F15.gz43_296781 


F 


M00042719A:H06 


UC2-NormColon 


5846 


446601 


1564.H15.gz43_296783 


F 


M00042723A:D09 


UC2-NormColon 


5847 


447649 


1564.B19.gz43_296841 


F 


M00042712C:E06 


UC2-NormColon 


5848 


465528 


1564.C19.gz43_296842 


F 


M00042714C:C10 


UC2-NormColon 


5849 


462865 


1564.E19.gz43_296844 


F 


M00042717B:G11 


UC2-NormColon 


5850 


405932 


1564.F19.gz43_296845 


F 


M00042719C:H05 


UC2-NormColon 


5851 


457922 


1564.G19.gz43_296846 


F 


M00042721D:B03 


UC2-NormColon 


5852 


463821 


1564.N19.gz43 296853 


F 


M00042737A:A07 


UC2-NormColon 


5853 


463217 


1564 019 ez43 296854 


F 


M00042738D:H12 


UC2-NormColon 


5854 


389425 


1564 A20 ez43 296856 


F 


M00042711A:F01 


UC2-NormColon 


5855 


446242 


1564 O20 ez43 296870 


F 


M00042739A:C06 


UC2-NormColon 


5856 


449171 


1564.C21.gz43 296874 


F 


M00042714C:F12 


UC2-NonnColon 


5857 


450723 


1564 G21 ez43 296878 


F 


M00042721D:D01 


UC2-NormColon 


5858 


469766 


1564.M21.gz43 296884 


F 


M00042735A-.G12 


UC2-NormColan 


5859 


446866 


1564.D22.gz43_296891 


F 


M00042716A:F09 


UC2-NormColon 


5860 


403949 


1 564.M23 .gz43_2969 1 6 


F 


M00042735B:A06 


UC2-NormColon 


5861 


446922 


1 5 64. 023 .gz43_2969 1 8 


F 


M00042739A:G07 


UC2-NormColon 


5862 


235874 


1564.C24.gz43_296922 


F 


M00042714D:E11 


UC2-NormColon 


5863 


558301 


168 1 .A01 .gz43_296936 


F 


M00055739A:C09 


UC2-NormColon 


5864 


426366 


1 68 1 .10 1 ,gz43_296944 


F 


M00055749D:B07 


UC2-NormColon 


5865 


638943 


1681J01.gz43_296945 


1 F 


M00055750C:H10 


UC2-NormColon 


5866 


645603 


1681.O01.gz43_296950 


F 


M00055758C:H10 


UC2-NormColon 


5867 


642644 


168 1 .E02.gz43_J296956 


F 


M00055744C:D02 


UC2-NormColon 


5868 


644105 


168 1 .102.gz43_296960 


F 


M00055749D:C01 


UC2-NormColon 


5869 


468613 


1681.A03.gz43 296968 


F 


M00055739B:B06 


UC2-NormColon v 


5870 


648905 


1 68 1 .B03 .gz43_296969 


F 


M00055740C.A07 


UC2-NormColon 


5871 


446925 


1681 .H03 .gz43_296975 


F 


M00055748C:C07 


UC2-NormColon 


JO / L 


64Q356 


1681.I03.gz43 296976 


F 


M00055749D:D06 


UC2-NormColon 


5873 


510724 


1681.K03.gz43_296978 


F 


M00055752C:C06 


UC2-NormColon 


5874 


446676 


1681.L03.gz43_296979 


F 


M00055753D:C06 


UC2-NormColon 


5875 


644937 


1681.B04.gz43_296985 


F 


M00055740C:E06 


UC2-NormColon 


5876 


644342 


1681.104.gz43_296992 


F 


M00055749D:F12 


UC2-NonnColon 


5877 


640264 


1681.O04.gz43_296998 


F 


M00055758D:E02 


UC2-NormColon 


5878 


463951 


1681.D05.gz43_297003 


F 


M00055743C:D12 


UC2-NormColon 


5879 


644345 


1681.K05.gz43_297010 


F 


M00055752CF06 


UC2-NormColon 


5880 


646552 


1681.N06.gz43_297029 


F 


M00055757B:B07 


UC2-NormColon 



212 



BNSDOCID: <WO_0214500A2J_> 



WO 02/14500 PCT/US01/25840 



Table 2 



SEQ 
ID 

NO 


XUSTEB 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


JOOl 


611927 

VJX X » 


1681 K07 ez43 297042 


F 


M00055752C.H07 


UC2-NormColon 


S889 


639420 


1681 N07 cz43 297045 


F 


M00055757B:C04 


UC2-NonnColon 


S883 

J003 


S68467 


1681 A08 &z43 297048 


F 


M00055739B:H08 


UC2-NontiColon 


3oo*f 


OHJ A*t / 


1681 C08 ez43 297050 


F 


M00055742B:H06 


UC2-NonnColon 


S885 

JOOJ 


447976 


1681 E08 o-z43 297052 


F 


M00055744D:A11 


UC2-NomiColon 


jooO 


409017 


1681 D08 trz43 297062 


F 


M00055759A:B02 


UC2-NonnColon 


JOO / 


64 047 7 


16817)09^743 297067 

1 UO 1 .i/U7.^£."J 1 \J\J 1 


F 


M00055743D:D04 


UC2-NonnColon 


JOOO 


556654 


1681 F09 &743 297069 


F 


M00055745D:F1 1 


UC2-NojmColon 






1681 H09 cr747 797071 


F 


M00055748DC03 


UC2-NontiColon 


5QGA 


4884^7 


1681 TOO <>743 297073 


F 


M00055751A:F06 


UC2-NormColon 


joy l 


64 1 1 44 
DHL A**** 


1681 K00 ©743 297074 


F 


M00055752DC01 


UC2-NormColon 


joyz 


550777 


1681 T 09 r*747 997075 


F 


M00055754A*E07 


UC2-NomiColon 


joy j 


401 544 
*ry A J*fn 


1681 MOO C7743 797076 


F 

X 


M00055755DC09 


UC2-NonnColon 




XAfMfil 

04onol 


1681 AIOo-747 907080 
1 Do x ,s\ x v/.gz** 3 _j+y / vou 


F 


M00055739CD11 


UC2-NormColon 




1 5ns30 


1681R10or47 907081 


F 

X 


M00055740D-G12 


UC2-NormColon 


ton/: 

5oyo 




16511 F10 o74^ 90708*5 


JT 


M00055746A*C09 


UC2-NonnColon 


COAT 


CAAIA^i 


1691 IT 10 er-747 707000 


F 


M00055752DF01 


UC2-NormColon 


rono 

5898 


4iy4vy 


1AS1 PI 1 rr«r4^ 7070Q8 


p 
r 


M00055742CC01 


UC2-NonnColon 


C O AO 

5899 


ca <aaa 
O450U0 


1/;Q1 "R11 niA'X 7Q7100 
1 DO 1 .HI 1 .gZ*t D_£y 1 X uu 


F 


M0005 5744D F03 


UC2-NormColon 


caaa 
59UU 


H/OODD 


16R1 T 11 *>t4^ 707107 
10ol.L/ll.gZ*tj LyixMi 


F 


M00055754AH06 


UC2-NormColon 


5901 


HA A A.Q A 

O44oo4 


16ftl Al^fy-r4^ 707178 

lOO 1 .Al D.^^D_J,y I izo 


F 

r 


M00055739DB12 


UC2-NormColon 


CAAO 

5902 


£LA(\<.f\A 

04U2>04 


1691 Ul^ avA'X 707190 
lOO 1 .151 J.gZHJ_jd,y 1 1Z> 


JT 


M00055741AD09 


UC2-NormColon 


5903 


4o3oi J 


16ft1 Al4rr-y4^ 907144 


F 


M00055739D-C03 


UC2-NormColon 


5904 


o4oyy / 


1AR1 Rl^»74^ 1 907161 
lOO 1 .131 J.gZHJ_Zy / lOl 


F 


M00055741BB12 


UC2-NormColon 


5905 


£47767 


1681 m^or4^ 90716^ 


F 

X 


M00055744A*B04 


UC2-NormColon 


< AAA 

590O 


451 5flft 


16»1 P1^o-74^ 9071 7S 
1 oo 1 .n*?.gz*rj x,y / 1 / *j 


F 

X 


M00055761AE06 


UC2-NonnColon 


£AA7 

590/ 


o44yiy 


16ftl A16»-741 907176 
100 J .A10.gZfj__Z7 /l/O 


F 


M00055739DE04 


UC2-NormColon 


jyoo 


o^y i\jD 


1681 1^16 cttA^ 907186 


F 

X 


M00055753AD04 


UC2-NormColon 


TAAQ 

5909 


ojy /ou 


1681 M16crr4^ 907188 


F 


M00055756C-C03 


UC2-NormColon 


jy iu 


5£7606 


1681 F17cr74^ 997197 


F 


M00055746CF06 


UC2-NormColon 


5Q1 1 
jy 1 A 


46101 7 

HO 171/ 


1681H17trz43 297199 

ADO 1 .ill / .gi.tJ t*s I Xsj 


F 


M00055749B:C10 


UC2-NormColon 


5G1 9 


6445 T n 


1681T17&743 297200 


F 


M00055750B:H01 


UC2-NormColon 


501 Q 


576450 


1681R18jrz43 297209 


F 


M00055741C:A09 


UC2-NormColon 


5014 


471 777 
*f / AZ/ / 


1681 P18 ^743 297213 


F 


M00055746C:F10 


UC2-NormColon 


501 5 


4R7n47 


1681 K18&743 297218 

A DO A .AV A O.gZt.? /Z.10 


F 

X 


M00055753B-A02 


UC2-NormColon 


5916 


514838 


1681.L18.gz43 297219 


F 


M00055755A:B11 


UC2-NormColon 


5917 


643984 


1681.N18.gz43 297221 


F 


M00055757D:B05 


UC2-NormColon 


5918 


462245 


1681.A19.gz43 297224 


F 


M00055740A:B03 


UC2-NormColon 


5919 


640017 


1681.D19.gz43 297227 


F 


M00055744B:B02 


UC2-NonnColon 


5920 


453726 


1681.E19.gz43 297228 


F 


M00055745A:H02 


UC2-NormColon 


5921 


644468 


1681.F19.gz43 297229 


F 


M00055746C:G06 


UC2-NormCoIon 


5922 


644105 


1681.H19.gz43 297231 


F 


M00055749C:B03 


UC2-NormColon 
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Table 2 



SEQ 
ID 
NO 


:lustef 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


5923 


447485 


1681.K19.gz43_297234 


F 


M00055753B:A06 


UC2-NonnColon 


5924 


218416 


1681.D20.gz43_297243 


F 


M00055744B:C08 


UC2-NormColcai 


5925 


489040 


1681.H20.gz43_297247 


F 


M00055749C:C04 


UC2-NoimColon 


5926 


649702 


1681.J20.gz43_297249 


F 


M00055752A-.E10 


UC2-NonnColoii 


5927 


643142 


1681.A21.gz43_297256 


F 


M00055740B:C06 


UC2-NormColon 


5928 


448251 


1681.G21.gz43_297262 


F 


M00055748A:D07 


UC2-NormCoIon 


5929 


644461 


1681.N21.gz43_297269 


F 


M00055758A:G02 


UC2-NormColon 


5930 


641968 


1681.P22.gz43_297287 


F 


M00055761B.F09 


UC2-NonnColon * 


5931 


470667 


1681.E23.gz43_297292 


F 


M00055745B:H02 


UC2-NormColon 


5932 


644479 


1681.J23.gz43 297297 


F 


M00055752A:G10 


UC2-NormColon 


5933 


463824 


1681.A24.gz43_297304 


F 


M00055740B:F09 


UC2-NormColon 


5934 


389377 


1681.C24.gz43_297306 


F 


M00055743B:E01 


UC2-NormColon 


5935 


468959 


1681.E24.gz43 297308 


F 


M00055745C:A06 


UC2-NonnColoii 


5936 


553675 


1681.M24.gz43_297316 


F 


M00055757A:A07 


UC2-NormColon 


5937 


449978 


1561.C01.gz43_314395 


F 


M00042344D:F03 


UC2-NormColon 


5938 


463920 


1561.G01.gz43_314399 


F 


M00042526D:A05 


UC2-NormColon 


5939 


456267 


1561.J01.gz43 314402 


F 


M00042531B:G12 


UC2-NoimColon 


5940 


459997 


1561.M01.gz43„314405 


F 


M00042537A:D12 


UC2-NormColon j 


5941 


447386 


1561.I02.gz43 314417 


F 


M00042529D:D07 


UC2-NormColon 


5942 


468257 


1561.K02.gz43_314419 


F 


M00042533B:F11 


UC2-NonnColon 


5943 


18786 


1561. E03.gz43_3 14429 


F 


M00042523C:H06 


UC2-NormColon 


5944 


447494 


1561.A04.gz43 314441 


F 


M00042341A:D08 


UC2-NormColon 


5945 


459893 


1561.B04.gz43 314442 


F 


M00042343B:D05 


UC2-NormColon 


5946 


462558 


1 56 l.M04.gz43_3 14453 


F 


M00042537A:G09 


UC2-NormColon 


5947 


458425 


1561.O04.gz43_314455 


F 


M00042541A:B07 


UC2-NormColon 


5948 


249178 


1561.C05.gz43 314459 


F 


M00042345B:A05 


UC2-NormColon 


5949 


462815 


1561.J05.gz43_314466 


F 


M00042531D:G08 


UC2-NonnColon 


5950 


417291 


1561.K05.gz43 314467 


F 


M00042533C:F04. 


UC2-NoimColon 


5951 


463341 


1 56 l.M05.gz43_3 14469 


F 


M00042537A:H04 


UC2-NormColon 


5952 


447868 


1 56 l.A06.gz43_3 14473 


F 


M00042341A:H04 


UC2-NoimColon 


5953 


461653 


1561.B06.gz43 314474 


F 


M00042343B:F12 


UC2-NormColon 


5954 


465127 


1561.K06.gz43 314483 


F 


M0OO42533D:BO5 


UC2-NormColon 


5955 


460246 


1561.N06.gz43 314486 


F 


M00042539B:D09 


UC2-NormColon 


5956 


33139 


1 56 l.O06.gz43_3 14487 


F 


M00042541A:E06 


UC2-NormColon 


5957 


457508 


1561.N07.gz43 314502 


F 


M00042539C:A04 


UC2-NormColon 


5958 


461917 


1561.B09.gz43_314522 


F 


M00042343D:F08 


UC2-NormColon 


5959 


447568 


1561.H09.gz43 314528 


F 


M00042528D:D09 


UC2-NoimColon 


5960 


467094 


1561.J09.gz43 314530 


F 


M00042532A:D08 


UC2-NormColon 


5961 


447087 


1561.N09.gz43 314534 


F 


M00042539C:H08 


UC2-NonnColon 


5962 


458419 


1561.O09.gz43 314535 


F 


M00042541B:B05 


UC2-NormColon 


5963 


446952 


1561.D10.gz43 314540 


F 


M00042522C:H10 


UC2-NonnColon 


5964 


470513 


1561.H10.gz43 314544 


F 


M00042528DJI03 


UC2-NormColon 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


cpn NAME 


ORJE 
NT 


CT (7MF ID 


LIBRARY 


5965 


459974 


1 5 o 1 .M 1 0 .gz43_3 1 45 49 


F 


AAA Ail O CO l/^.TXAVl 

Mu0042537L:D04 


u Lz-NormLolon 


5966 


1 AC A 

1454 


li/i XT1 A - A A Ol AC c A 

1561.N10.gz43_314550 


F 


M00042539D:A04 


TTpO XT - _ 1 

UC2-NormColon 


5967 


A £ A C 1 A 

464510 


1561 ,D1 1 .gz43_3 14556 


F 


M00042522D:A08 


UC2-iNormCoJoii 


5968 


457846 


l56l.Gll.gz43 __3 14559 


F 


M00042527B:BOl 


UC2-NormColozi 


5969 


15296 


1561.11 l.gz43_314561 


F 


X if AAA A ft f\/~^ . Y TAA 

M00042530C;H02 


UC2-NonnColon 


5970 


446578 


1561. C12.gz43_3 14571 


F 


M00042345D:D04 


UC2-NoiinColoii 


5971 


463086 


1 /" 1 -j-* i r% a*% a i a em A 

1561 .F12.gz43_3 14574 


F 


X lAAA^nr^f P.T TAT 

M00042525C:H07 


TTA*i xt _ ^ _ t _ .. 

UC2-NormColon ! 


5972 


464287 


i /r s i Tin jo a "i i* c mi 

1561.112.gz43_314577 


F 


M00042530D:A02 


UC2-NonnColoii 


5973 


447805 


1561 .A14.gz43_3 1460 1 


F 


X / AAA i J 1 t-\ /"^ 1 « 

M00042341D:G11 


TT^Ai XT A_1 — 

UC2-NormColon 


5974 


446188 


1 56 1 .G 1 4.gz43_3 1 4607 


F 


M00042527C:A10 


UC2-NonnColoii | 


5975 


468565 


156 1.114.gz43_3 14609 


F 


M00042530D:F09 


Y T/^ A \T _ _ » _ » 

UC2-NormColon 


5976 


470600 


1561.J14.gz43_314610 


F 


-% f AAA J A fAA A T T A 

M00042532A:H03 


»TA<% XT ^"1 1 

UC2-NonnColon 


5977 


457772 


1561.A15.gz43_3 14617 


F 


M00042342A:B04 


UC2-NormColon 


5978 


446383 


1561.E15.gz43_314621 


F 


/AAA j*<^\^"^ J m A 

M00042524C:C12 


TTAA "XT _ 1 

UC2-NormColon 


5979 


446673 


1 56 1 .F 1 5 .gz43_3 14622 


F 


M00042525D:E01 


TTrf^Ai XT ^» _1 

UC2-NormColon 


5980 


462779 


1 56 1.L 1 5 .gz43_3 14628 


F 


% JT A A A if A ^ A A A 

M00042536B:G08 


UC2-NormColon 


5981 


446289 


1561.C16.gz43_314635 


F 


m # A A A A A ^ A ^ A ^« * A 

M00042521A:E10 


UC2-NormColon 


5982 


458146 


1561.K16.gz43_314643 


F 


* fAAA iAf^ A T\ T\f\C% 

M00042534B:B08 


TT/"*«AJ X T - - - - t 

UC2-NormColoa . 


5983 


447690 


1561X16 .gz43_3 1 4644 


F 


M00042536C:A06 


Y T/^Al XT . _1 

UC2-NormColon 


5984 


452888 


1561. N16.gz43_3 14646 


F 


M00042540B:B03 


UC2-NormColon 


5985 


461327 


1 5 6 1 .B 1 7 .gz43_3 14650 ' 


F 


-» fAAA J A A 4 J T\ A A 

M00042344B:F02 


YT^*Ai XT /~t t 

UC2-NormColon 


5986 


456958 


1561. E17.gz43_3 14653 


F 


X JT A A A 4 A ^* A J A "1 A 

M00042524D:A10 


Y A XT _ | 

UC2-NormColon 


5987 


467901 


«■ f* *r 1 T"* * <■ A A A 1 A r 9 A 

1 5 6 1 .F 1 7 .gz43_3 1 4654 


F 


M00042526A:E10 


TTAA XT . . ^1 _ 1 


5988 


459981 


1561.K17.gz43_314659 


F 


M00042534B:D06 


YT^IAl XT - _1 _ 

UC2-NormColoii 


5989 


457218 


1561. N17.gz43_3 14662 


F 


"» yT A A A A A A A ^"t A 1 A 

M00042540C:A12 


T T/~» A) XT _| 

UC2-NormCoion 


5990 


463008 


1 /— •* A <• A a A *S % A aT a^ 

1561.A18.gz43_314665 


F 


•» 4" A A A A A A Jrt A T T A A 

M00042342C:H03 


UC2-NonnColon 


5991 


446341 


1 r t T X A A A A A Al f 

1561.L18.gz43__314676 


F 


■« »AAA>IA^A y"/^ T^A*> 

M00042536C:B03 


UC2-NormColon 


5992 


446389 


1561.018.gz43_3 14679 


F 


M00042542A:C11 


UC2-NormColon 


5993 


447096 


1561.P18.gz43_314680 


F 


■» M f\ A A il A /* il ATX T T 1 A 

M00042543B:H12 


Y T/^^X XT A — t — . 

UC2-NormColon 


5994 


446984 


* t 9 n *w 9 \ m A j a a i i / a a 

1 56 1 ,B 1 9.gz43 J3 1 4682 


F 


X /AAA y( AO A AT"> TT1 A 

M00042344B:Hl2 


UC2-NonnColon 


5995 


468767 


1561.F19.gz43_3 14686 


F 


■» A A A A A A JP A j*" A 1 1 

M00042526A:Fll 


X T/^ A XT /""I _ 1 

UC2-NormColon 


5996 


467884 


1561. H19.gz43_3 14688 


F 


% ^AAA^lA^AATX T^AA 

M00042529B:E03 


Y T^t Ai XT _ t . 

^ UC2rNormColon 


5997 


459881 


1561 . A20.gz43_3 1 4697 


F 


X X A A A J A A A AT^ T\ AA 

M00042342D:D03 


▼ T/"*A XT /"^ _ 1 

UC2-NormColon 


5998 


447027 


i ^ *r-v a a 4 a A < ma a 

1561.D20.gz43_314700 


F 


"» *AAA/4A^AA T> T Y/\ 1 

M00042523B:H01 


T T/^ A XT - . ^1 - t 

UC2-NormColon 


5999 


447380 


1561 .F20.gz43_3 14702 


F 


M00042526B:C12 


UC2-NormColon 


ouuu 


A Adl f\A 

440.3U4 


ljOl.U21.gZ4^__Jl4 /// 


r 


MUUU*f Z ZJ3 .15U 1 


U JLrri 0nilV-/O10Il 


6001 


447072 


1561.C22.gz43_314731 


F 


M00042521D:G09 


UC2-NormColon 


6002 


379335 


1561. 122.gz43_3 14737 


F 


M00042531B:D12 


UC2-NormColon 


6003 


228873 


1561.L22.gz43_3 14740 


F 


M00042537A:A07 


UC2-NormColon 


6004 


446663 


1561.D23.gz43_314748 


F 


M00042523C:E08 


UC2-NormColon 


6005 


464791 


156 l.F23.gz43_3 14750 


F 


M00042526C:B12 


UC2-NormColon 


6006 


446595 


1561.K23.gz43_314755 


F 


M00042534D:D10 


UC2-NonnColon 
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Table 2 



ID 

NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID, 


LIBRARY 


6007 


446439 


1561.023.gz43_314759 


F 


M00042542B:C11 


UC2-NormColon 


6008 


458979 


1561.A24.gz43_314761 


F 


M00042343A.-C05 


UC2-NoraiCo3oa 


6009 


446620 


1 56 l.C24.gz43_3 14763 


F 


M00042522A:A05 


UC2-NoimColon 


6010 


452507 


1561.F24.gz43_314766 


F 


M00042526DA02 


UC2-NormColon 



If 



V 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRff 


P VALUE 


1 


A T9 5 1 QS7 


V^lUlid llllCallllallb IIUvINrV XUJ IlULlCal Jail 11 11 ^idlillii gciio/ 


9 2 


2 


AF133812 


Strongylocentrotus pallidus isolate pR31 bindin gene, partial cds 


0.88 


3 


ATtOlODl 


jiomo sapiens squdiene synuidbc gene, liiiruu j, j cuu 


fl onni 

U.UUUl 


4 


vr\>r A,"I/C'7A1 
INJV1_U10 IXJl 


ivius inuswuius ncsun vixesj, nuvi^rv 




5 


Y09000 


Rnorvegicus mRNA for dendrin 


0.11 


6 


U67519 


Methanococcus jannaschii section 61 of 150 of the complete genome 


6.1 


7 


A VAfl^OQO 

AKUu58o9 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 

1 "L _ _ __ , Al/vrta> 1 ^AAAI ODAQ 'Aill tT1CAf4 ca/1ii0nAO 

Horary, cione. i /uuuizuuo, mil insert sequence 


e-i 


8 


ABU29343 


Homo sapiens HCR (a-helix coiled-coil rod homologue) gene, 
complete cds 




9 


A "DAI HS.f\C 

AB017505 


Homo sapiens mRNA for Nori-2p, complete cds 


A 
U 


10 


AY02424O 


Oryza sativa microsatellite MRG6571 containing (TCTA)X6, 
genomic sequence 


O.J 


11 


U32309 


Acipenser fulvescens Afl4 cytochrome b gene, partial cds, tRNA-Thr, 
tRNA-Pro and partial D-loop, mitochondrial genes encoding 

mitochondrial products - ! 


6.3 


12 


XM 046070 


Homo sapiens JvLaauojj protein ^ivjaauooj;, nuuNA 




13 


a vaai f\ /I c 


Homo sapiens curs a rui ivjoj ns, cione rLrAuniuujzjz 




14 


Ar 11 1457 


1 f . .1 l - ! j nnl1/>nmr<\ nlAna TI1P A 1 1 A 1 mf /*rACqtollltl> CO/IIIOflAA 

jvieieagns gauopavo cione i u^aiihi nucrosdieiiuc scqucxiuc 




15 


A Vf\t o it a A 

AKO 18499 


Mus musculus adult male colon cDNA, RIKEN full-length enriched 

1<1^-wkwt n1i%nn>AAOA4AOAD fiill inoAr4 (tomianf^a 

Horary, cione.yujU4uyui3, run insen sequence 


A 

V 


16 


AEO02648 


Drosophila melanogaster genomic scaffold 142000013385436, 

a%l a4-q MA/111 a aa 

complete sequence 




17 


A OA A 1 A 1 1 

AC001011 


Homo sapiens (subclone l_e5 from PI H43) DNA sequence, complete 

sequence 




18 


VX if A<5 ft A /I *> 

XM 039942 


Homo sapiens Meis (mouse) nomoiog j {jyldiojj, nuuN a 




19 


AF099003 


(jaenornaDcutis eiegans cosmia x juL/Za 




20 


T TOO n*70 ' 

U92972 


Mus musculus protease-activated receptor 3 (PAR3) mRNA, complete 

cds 




21 


AE003935 


Xylella fastidiosa 9a5c, section 81 of 229 of the complete genome 


0.067 


22 


AB031009 


Homo sapiens DNA, MHC class I CL region, 7. 1 ancestral haplotype 


0.019 


23 


X94207 


Jri. sapiens gene (ijojup) 




24 


AK025678 


Homo sapiens cDNA: FLJ22025 fls, clone HEP085 18 


* 2.2 


25 


A K01 4552 


Mus musculus 0 day neonate sKin cdjn a, kusjixs iuii-iengin enncnea 
library clone*4632404O06. full insert seauence 


e-176 


26 


XM 044013 


Homo sapiens kinesin-like protein 2 (hklp2), mRNA 


0 


27 


NM_032993 


Homo sapiens nucleolar protein family A, member 1 (H/ACA small 
nucleolar RNPs) (NOLA1), transcript variant 2, mRNA 


4E-50 


28 


NM 032315 


Homo sapiens hypothetical protein MGC4399 (MGC4399), mRNA 


0 


29 


AK020701 


Mus musculus 6 days neonate skin cDNA, RIKEN full-length 
enriched library, clone: A030009B12, full insert sequence 


0.0000002 


30 


AK021717 


Homo sapiens CDNAFLJ11655 fis, clone HEMBA1004554 


0 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


31 


AL5 12453 


Human DNA sequence from clone CTC-1516K22 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00004 


32 


XM 005034 


Homo sapiens hypothetical protein FLJ1051 1 (FLT1051 1), mRNA 


2E-22 


33 


AF3 18896 


Cricetulus griseus beta-l,4-galactosyltransferase 1 (beta4GalT-l) 
mRNA, complete cds 


0.78 


34 


D29757 


Human gene for cytochrome P-450 aromatase, exon 1 (brain specific) 


3E-24 


35 


AJ311520 


Ostreopsis ovata 5.8S rRNA gene, internal transcribed spacer 1 (ITS1) 
and internal transcribed spacer 2 (ITS2), strain Al 


■ 

0.79 


36 


XM 038521 


Homo sapiens phosphatidylserine decarboxylase (PISD), mRNA 


0 


37 


AK023043 


Homo sapiens cDNA FLJ12981 fis, clone NT2RP2006454 


3E-96 


38 


XM_045520 


Homo sapiens KIAA1595 protein (KIAA1595), mRNA 


4E-16 


39 


AB017505 


Homo sapiens mRNA for Nori-2p, complete cds 


0 


40 


AK002682 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610027B03, full insert sequence 


e-138 


41 


NC001712 


Locusta migratoria mitochondrion, complete genome 


0.009 


42 


AL512453 


Human DNA sequence from clone CTC-1516K22 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00001 


43 


AK002682 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610027B03, full insert sequence 


e-125 


44 


XM 039088 


Homo sapiens KIAA0914 gene product (KIAA0914), mRNA 


0.76 


45 


U30291 


Schistosoma mansoni synaptobrevin-like protein gene, exon 2 and 
partial cds 


0.69 


46 


XM_052543 


Homo sapiens mitochondrial ribosomal protein L42 (MRPL42), 
mRNA 


1E-26 


47 


AK026225 


Homo sapiens cDNA: FLJ22572 fis, clone HSI02313 


0.0008 


48 


XMJ>43007 


Homo sapiens hypothetical gene supported by AK021969 
(LOC92132), mRNA 


1E-99 


49 


M18824 


P.faciparum S antigen gene, complete cds 


0.003 


50 j 


XM 009311 


Homo sapiens zinc finger protein 304 (ZNF304), mRNA 


0.003 


51 


AK026697 


Homo sapiens cDNA: FLJ23044 fis, clone LNG02454 


0 


52 


XM_035597 


Homo sapiens hypothetical protein AF140225 (AF140225), mRNA 


1E-98 


53 


U81366 


Plasmid Rtsl killer protein and antidote protein genes, complete cds 


0.26 


54 


U28921 


Phaseolus vulgaris ATPase gamma subunit mRNA, nuclear gene 
encoding mitochondrial protein, partial cds 


0.27 


55 


AF305083 


Homo sapiens alpha(l,3)-fucosyltransferase IV (FUTIV) gene, 3' UTR 


0.031 


56 


D29757 


Human gene for cytochrome P-450 aromatase, exon 1 (brain specific) 


7E-20 . 


57 


XM_038048 


Homo sapiens similar to APICAL ENDOSOMAL GLYCOPROTEIN 
PRECURSOR (R. norvegicus) (LOC91372), mRNA 


0.0004 


58 | AK026860 


Homo sapiens cDNA: FLJ23207 fis, clone ADSE00968 


8E-12 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


59 


BC010849 


Homo sapiens, Similar to hypothetical protein FLJ20561, clone 
MGC:8851 IMAGE: 3 878776, mRNA, complete cds 


0 


60 


XMJ)36092 


Homo sapiens signal recognition particle 68kD (SRP68), mRNA 


0 


61 


XM 003184 


Homo sapiens zinc finger protein ANC__2H01 (LOC51193), mRNA 


0 


63 


Z49806 


B.taurus mRNA for adenylyl cyclase type VII 


6.8 . 


64 


XM 048858 


Homo sapiens hypothetical protein FLJ23384 (FLJ23384), mRNA 


0 


65 


NM 032315 


Homo sapiens hypothetical protein MGC4399 (MGC4399), mRNA 


0 


66 


AB057594 


Homo sapiens GSTT1 gene for glutathione S-transferase TT1, 
complete cds 


3E-69 


67 


XM_035597 


Homo sapiens hypothetical protein AF140225 (AF140225), mRNA 


2E-75 


68 


XM_035597 


Homo sapiens hypothetical protein AF140225 (AF140225), mRNA 


1E-71 


69 


AB017505 


Homo sapiens mRNA for Nori-2p, complete cds 


o 1 


70 


AK010143 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310074B19, full insert sequence 


1.7 


71 


AK008666 


Mus musculus adult male stomach cDNA, RIKEN full-length 
enriched library, clone:2210008A03, full insert sequence 


e-173 


72 


L18785 v 


Plasmodium falciparum DNA polymerase alpha gene, complete cds 


. 0.007 


73 ! 


XM 003327 


Homo sapiens hypothetical protein FLJ10858 (FLJ10858), mRNA 


t 0 


74 


AK004786 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 120001 5F23, full insert sequence 


2E-11 


75 


Z29969 


E.histolytica plasmid genes for ribosomal RNA and hemolysins 
HLY1, HLY5mcl HLY5mc2 HLY4 


0.028 


76 


AK024945 


Homo sapiens cDNA: FLJ21292 fis, clone COLO 1969 


0 


77 


Y15931 


Homo sapiens CTNS gene, exon 10 and flanking intronic regions 


0.78 


78 


BC000610 


Homo sapiens, hypothetical protein FLJ 10986, clone MGC:908 
IMAGE:3347108, mRNA, complete cds 


0 


79 


XM 050424 


Homo sapiens KIAA1244 protein (KIAA1244), mRNA 


0.75 


80 


NCJ)01807 


Human mitochondrion, complete genome 


1E-36 


81 


AF360266 


Arabidopsis thaliana unknown protein (F28C11.8) mRNA, complete 
cds 


6.8 


82 


BC000225 


Homo sapiens, Similar to hypothetical protein FLJ10656, clone 
IMAGE:3350951,mRNA 


0 


83 


XM 034107 


Homo sapiens hypothetical protein FLJ20758 (FLJ20758), mRNA 


7E-32 


84 


AF305816 


Homo sapiens PRO0633 mRNA, complete cds 


0.67 


85 


AF196678 


HIV-1 isolate 96RW34 from Rwanda, gag protein (gag) gene, partial 
cds 


2.1 


86 


AK024927 


Homo sapiens cDNA: FLJ21274 fis, clone COL01781 


6E-75 


87 


X77394 


P.philodendra mitochondrial DNA repeat unit 


0.23 
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SEQID 
NO 






P VAT TTP 


88 




niuiidii oiiuii idiiucm repeal poiyinorpnisiH umjz, foxjjo 


ft ftftftl 


89 


AC015937 


rioino Sapiens ciironiosome i /, clone i^ijj'^-wzri/, complete 
sequence 


0.65 


90 


AF245117 


Mus musculus leukocyte cell-surface molecule (Ly9) gene, exon 1 


0.74 


91 


XM_001412 


Homo sapiens metal-regulatory transcription factor 1 (MTF1), mRNA 


2E-50 


92 


nJ2UUOU7U 


ouJuuiuuub suudiaXicus secuon *fy ox ^/z ui mc wjiiipicic gCIiUlIlC 


ft 0f% 


93 


AJ292466 


Homo sapiens mRNA for WDR9 protein (WDR9 gene), form B 


9E-44 


94 




nomo bdpiciia neureguiin z ^inivoz ^, iroriM^i ipi vdJidiii iutlln/y 


ft 01 


95 




bmenceiia ruduians mtDN A between HZ/ID ana dhz/dz junctions, 
genes for ATPase subunit 6, cytochrome oxidase subunit 3, seven, 
umoenuiieci proteins, rweniyiour ikjna s ana iw-ri\iN a 


9 0 


96 


AP000384 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone:MCE21 


0.22 


97 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the 
complete sequence 


2.4 


98 


AE000192 


-bscnericnia coii K12 Muio55 section oz or 4uu oi tne complete 
genome 


0.003 


99 


A T]"5 1 /TO'IO 

Ar31o&25 


bcnistosoma mansom zinc linger proiein omz*r l gene, compieie cos 


1. / 


100 


TSPrtA'70/l'> 


Homo sapiens, nucleolar autoantigen (55kD) similar to rat 
synaptonemal complex protein, clone MGC: 14267 IMAGE:4 130726, 
mRNA, complete cds 


9F-5Q 


101 


t icini 
L353U1 


Homo sapiens nucleoside diphsophate kinase A (nm23-Hl) gene 
fragment 


ft ftfn 


102 


A El 1 AQIH 

Arll*fyZ/ 


oaccnaromyces pastonanus tDoijjo small suoumt noosomfli kin a 

nana mi4n/«nnm<)nQl nana -fXf mif rt^Vi t\Ty Ht"i nl U^TA oAm aI £±tf* C&/*ltK*T\r^ 

gene, miiocnonanai gene ior nuiocnonaiiai i\in/\, complete &equeiiec 


ft 07 


103 


AT70OO0/1Q 


urosopniia meianogasier laiin nuviNA, compieie cos 




104 


npAAO iai 


Homo sapiens, GL004 protein, clone MGC:895 IMAGE:3502929, 
itlkjn a, compieie cos 


OF^Ift 


105 


U29926 


Human amt deaminase vamttoj gene, exon 14 ana io 9 ana 
complete cds 


0.06 


106 


BC003191 


Homo sapiens, uL»uu*r protein, cione iviucoio uviAoti. j juzyz^ 
mRNA, complete cds 


0 


107 


AK022127 


Homo sapiens cDNA FLJ12065 fis, clone HEMBB 1002249 


0.0008 


108 


D 16360 


Human DNA for plasma glutathione peroxidase, exon 1 


0.091 


109 


AK014138 


Mus musculus 13 days embiyo head cDNA, RJKEN full-length 
enriched library, clone:3 1 10038A1 1, full insert sequence 


6 


110 


XM 006914 


Homo sapiens cold shock domain protein A (CSDA), mRNA 


0.079 


111 


U31283 


Mesotaenium caldariorum clone mesphyla phytochrome gene, partial 
cds, exons 4 through 10 


0.56 


; 112 


XM 049935 


Homo sapiens hypothetical protein FLJ14950 (FLJ14950), mRNA 


0 
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113 


AE001329 


Chlamydia trachomatis section 56 of 87 of the complete genome 


0.75 


114 


XM 037830 


Homo sapiens OLF-1/EBF associated zinc finger gene (KIAA0760), 
mRNA 


0.25 


115 


AE006368 


Lactococcus lactis subsp. lactis IL1403 section 130 of 218 of the 
complete genome 


0.0003 


116 


XM 049935 


Homo sapiens hypothetical protein FLJ14950 (FLJ14950), mRNA 


0 


117 


XM 032533 


Homo sapiens hypothetical protein FLJ12787 (FLJ12787), mRNA 


0 


118 


AJ309861 


Homo sapiens partial mRNA for putative protein kinase WNK4 
(PRKWNK4 gene) 


9E-76 


119 


BC005173 


Homo sapiens, KIAA0255 gene product, clone IMAGE:3507918, 
mRNA 


2E-38 


120 


AF068758 


Drosophila melanogaster SIR2 (Sir2) mRNA, complete cds 


0.083 


121 


AK017307 


Mus musculus 6 days neonate head cDNA, RIKEN full-length 
enriched library, done:5430414B19, full insert sequence 


0.003 


122 


XM 036208 


Homo sapiens sphingosine kinase 1 (SPHK1), mRNA 


2.1 


123 


XM 039960 


Homo sapiens PC3-96 protein (PC3-96), mRNA 


0 


124 


XM 039306 


Homo sapiens hypothetical protein FLJ20400 (FLJ20400), mRNA 


0.08 


125 


XM 049935 


Homo sapiens hypothetical protein FLJ14950 (FLJ14950), mRNA 


0 


\ 126 


AE006080 


Pasteurella multocida PM70 section 47 of 204 of the complete genome 


2.1 


127 


XM 009518 


Homo sapiens WNT1 inducible signaling pathway protein 2 (WISP2), 
mRNA 


0.16 


128 


U36263 


Homo sapiens beta-prime-adaptin (AP1B1) gene, exon 15 


0.022 


129 


AF267996 


Homo sapiens muscle-specific protein (C4orf5) gene, intron 3 


0.34 


130 


AF131859 


Homo sapiens clone 24923 mRNA sequence 


1.8 


131 


L48479 


Homo sapiens (subclone 6 hi from PI H21) DNA sequence 


0.01 


132 


XM 018317 


Homo sapiens ubiquitination factor E4B (homologous to yeast Uf ui) 
(UBE4B), mRNA 


1.6 


133 


XM 008267 


Homo sapiens solute carrier family 16 (monocarboxylic acid 
transporters), member 6 (SLC16A6), mRNA 


0.2^ 


134 


AF162923 


Beet soil-borne virus RNA3 isolate 6b 22K protein gene, partial cds 


6.6 


135 


NMJ)10053 


Mus musculus distal-less homeobox 1 (Dlxl), mRNA 


2.5 


136 


AF257303 


Mus musculus ^aptotagmin II (Syt2) gene, complete cds 


0.85 


| 137 


Z92837 


Caenorhabditis elegans cosmid R03E1, complete sequence 


0.027 


138 


AF258528 


Loligo pealei phospholipase C mRNA, complete cds 


0.74 


139 


M65252 


Bacillus thuringiensis alesti delta endotoxin gene, complete cds 


0.075 


140 


M14954 


D.melanogaster (W-IR1 mutation) I factor DNA, complete cds 


0.053 


141 


Z48636 


C.novyi gene for alpha-toxin 


0.026 


142 


1 XM_036491 


Homo sapiens hypothetical protein MGC3771 (MGC3771), mRNA 


0.002 



221 



BNSDOCID: <WO 0214500A2_I_> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 
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143 


AK020198 


Mus musculus 15 days embryo male testis cDNA, RIKEN full-length 
enriched library, clone:8030442B05, full insert sequence 


0.53 , 


144 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.022 


145 


AJ297708 


Rattus norvegicus RT6 gene for T cell differentiation maiker RT6.2, 
exons 1-8 


0.024 


146 


AK026697 


Homo sapiens cDNA: FLJ23044 fis, clone LNG02454 


1.9 


147 


AE001370 


Plasmodium falciparum chromosome 2, section 7 of 73 of the 
complete sequence 


0.017 


148 


AF325208 


Acetabularia acetabulum nicotinamide nucleotide transhydrogenase 
(Nnt) gene, exons 6, 7, 8, and complete cds 


5.2 


[ 149 


L78770 


Homo sapiens (subclone 1JF7 from PI H43) DNA sequence 


0.068 


150 


AF182214 


Glycine max glutamine synthetase gamma 2 subunit gene, 5-flanking 
region and partial cds 


6.2 


151 


AF359513 


Lolium rigidum clone LR1 acetyl-CoA carboxylase mRNA, partial 
cds; nuclear gene for plastid product 


0.2 


152 


AE004798 


Pseudomonas aeruginosa PA01, section 359 of 529 of the complete 
genome 


2:6 


153 


NM 021699 


Rattus norvegicus serine/threonine kinase (LOC60328), mRNA 


1.8 


154 


XM 040539 


Homo sapiens inteiphotoreceptor matrix proteoglycan 200 
(SPACRCAN), mRNA 


2.3 


155 


AE006894 


Sulfolobus solfataricus section 253 of 272 of the complete genome 


0.027 


156 


Y14603 


Erwinia amylovora srlA, srlE, srlB, srlD, srlM and srlR genes 


0.8 


157 


AF181720 


Homo sapiens RU2AS (RU2) gene, complete cds; and RU2S (RU2) 
gene, partial cds 


0.051 


158 


XM_043815 


Homo sapiens hypothetical protein FLJ21736 (FLJ21736), mRNA 


1.1 


159 


AE006059 


Pasteurella multocida PM70 section 26 of 204 of the complete genome 


1.6 


160 


AF151097 


Homo sapiens voltage-dependent anion channel (VDAC1) gene, 
exons 8 and 9 and complete cds 


0.074 


161 


AF165136 


Mycoplasma mycoides mycoides LC hypothetical surface located 
membrane protein and lipoprotein B precursor (IppB) genes, partial 
cds 


0.23 


162 


XM 016392 


Homo sapiens hypothetical protein FLJ12768 (FLJ12768), mRNA 


2.1 


163 


AF170544 


Magnaporthe grisea vacuolar-ATPase (VATP) mRNA, complete cds 


0.15 


164 


AY045680 


Arabidopsis thaliana Atlg08350/T27G7_4 mRNA, complete cds 


0.009 


165 


AF285100 


Bos taurus Iysophosphatidic acid acyltransfesrase gene, complete cds . 


1.6 


166 


AF194170 


Dictyostelium discoideum cudA protein gene, promotor sequence and 
partial cds 


0.039 


167 


AF242446 


Homo sapiens LENE-1 insertion dimoiphism LID-3 empty site 
sequence 


0.043 
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168 


AF084196 


Pan troglodytes pammfl-aminohnHrir aHrf reeentor A 5 siihiinit 

duplicated gene, 5TJTR region 


0.88 


169 


AK021754 


Homo sapiens cDNA FLJ1 1692 fis, clone HEMBA1004983 


0 


170 


AE006002 


P-AiilohflCter cre<;centiis <;ertion ^98 of^SQ of the conmlete Pennine 


1 6 


171 




Homo sapiens mRNA; cDNA DKFZp434M01 1 (from clone 


U.U1J 


172 




Homo sapiens 2'-5 , oligoadenylate synthetase 3 (OAS3) gene, promoter 


1 7 


173 


AF061244 


Agrocybe aegerita B type DNA polymerase (Mtpol) gene, complete 

cub, uvtNri-ADii gene, cuinpieic sequence, OilU UIIIUIUWU gCIlCa, 

mitochondrial genes for mitochondrial products 


0.0006 


174 


VQ5975 

jsjyj/. i j 


13 "FqI finQTiim rrimrO pfp trpnp rnor\ rvF nl a crt i H _1 1 Itp TYWA /TR _ A t 
r . Idl tipdi Lull LUJlipiCLC gCIlC lUdp UL pidsUU-ilKC L/IN/Y ^Uv-xYj 




176 




umamoeua lusioryuca x^giycoproiein-i vpgpij gene, compieie cos 


U.1Z 


111 




Oryza sativa microsatellite MRG1949 containing (AT)X40, closest to 
mancer ki id / , genomic sequence 


fi All 


178 


NMJ)26040 


Mus musculus RIKEN cDNA 2810036K01 gene (2810036K01Rik), 
mRNA 


e-101 


179 


AT 1 £90/10 


riomo sapiens mKLNA, cunj\ jL/Js-r^r^j^jNiyy {ironi cione 
L/jhJr z^p^f o*un i yy) 


*>-159 
c-i J l. 


180 


a 170^1 on 


Human coxsackievirus Al 1 genomic RNA for partial polyprotein 

nana i CfVI dtp VT? . 1 ATTV 1 

gene, isomuj viv-105/, Jt\i 




181 




i^nyiioxera sp. lvjjDiwiviz iniiocnonuriai /viro gene iui nir synutabc /v 

CudUl all U LULU I V 


0 51 


183 


AF268064 


Candidates Carsonella ruddii natural-host Calophya schini RNA 
polymerase ueui auuunii ^ipoo ) <mu tsnex poiynieiaae ueia-pr uue 
subunit (rpoC) genes, partial cds 


0.012 


184 


U27374 


Human Menkes disease gene (ATP7A), exon 16 


0.51 


185 


D10767 


cpizoouc xiaeiuorriidgit/ uiaedse virus aero type i ^ciil/ v-ij gene 
encoding VP2 protein 


0.049 


186 




XAnc mii cr»i line mirncatpllifp tonrlpin TPi*»pat fNAXAST'^ 
1VJ.US lllUbLUiUb illilUbdlCilUC LailUCill ICpCdl ^IVLtVlO / J ^ 


0.058 


187 


AB007546 


Homo sapiens gene for LECT2, complete cds 


2E-11 


188 




uncemius gnseus origin recogniuon complex suuunii z nuviNA, 

wUinpiClw Wis 


0,57 


189 


AK0249O3 


riomo sapiens cuina. rLJzizju lis, cione kajijji&jj, mgmy sunuar 
to AB020527 Homo sapiens mRNA for Na/P04 cotransporter 
homolog 


e-135 


190 


AF359513 


Lolium rigidum clone LR1 acetyl-CoA carboxylase mRNA, partial 
cds; nuclear gene for plastid product 


0.15 


191 


AJ237585 


Mus musculus mRNA for hypothetical protein expressed in 
thymocytes (clone MFT.M05.13/MTA.B10.066), partial 


4.4 


192 


AF233591 


Mus musculus son-of-sevenless 1 (Sosl) gene, partial cds 


0.52 


193 


X81190 


M.musculus DNA flanking site of transgene insertion 


4.8 


194 


AF232246 


Tetrahymena thennophila clone Tlrl Int integrase-like protein gene, 
complete cds 


0.53 
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195 


AB034969 


Therroococcus sd 131001 cetB cetA cetC cetD cetE eenesfor 
cyclomaltodextrinase, cyclomaltodextrin glucanotransferase, 
cyclomaltodextrin binding protein, cyclomaltodextrin transport 
membrane protein, complete cds 


1.8 


196 


U95885 


Ixodes granulatus 16 S ribosomal RNA gene, mitochondrial gene for 
mitochondrial RNA, partial sequence 


0.048 


198 


XM 016002 


Homo sapiens LOC88174 (LOC88174), mRNA 


4 


199 


AC091698 


Homo sapiens clone RP11-596J6, complete sequence 


0.000003 


200 


Z99763 


Flaveria pringlei gdcsH gene 


0.02 


201 


AB048873 


Macaca fascicularis brain cDNA, clone:QnpA- 10763 


0.053 


202 


AF286367 


Homo sapiens HMGIY gene, promoter 


0.007 


203 


AB029073 


Mus musculus Kkm gene for Ser/Thr kinase KKIAMRE, exon 13, 14, 
and complete cds 


3.9 


204 


AF262582 


Dolichorhinotennes sp. *Manaus' 16S mitochondrial ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.045 


205 


AL360005 


Human DNA sequence from clone RP11-436H17 on chromosome 
Xq26. 1-27.1, complete sequence [Homo sapiens] 


0.16 


206 


NM 019054 


Homo sapiens hypothetical protein MGC5560 (MGC5560), mRNA 


9E-35 


207 


AK014626 


Mus musculus 10 days neonate skin cDNA, RIKEN full-length 
enriched library, clone:473 1413 G05, full insert sequence 


0.82 


208 


AK027128 


Homo sapiens cDNA: FLJ23475 fis, clone HSI13659 


0.021 


209 


J00778 


Rat pancreatic tiypsin I gene, complete cds 


0.016 


210 


D49412 


Human gene for interleukin 3 receptor alpha subunit, exon 11 


0.067 


211 


AY045578 


Arabidopsis thaliana AT4g37000/C7A10_360 mRNA, complete cds 


2 


213 


AJO 11013 


Cicer arietinum epicolyl EST, clone Canl33 


4.7 


214 


XM 008731 


Homo sapiens meprin A, beta (MEP1B), mRNA 


5.6 


215 


AL023830 


Caenorhabditis elegans cosmid Y26E6A, complete sequence 


0.084 


216 


AK027136 


Homo sapiens cDNA: FLJ23483 fis, clone KAIA04052 


6.6 


217 


U03554 


Bacillus thuringiensis morrisoni EG2158 transposon Tn5401 site- 
specific recombinase (tnpl) and transposase (tpnA) genes, complete 
cds 


0.4fc 


218 


XM 043584 


Homo sapiens ankyrin repeat and SOCS box-containing 1 (ASB1), 
mRNA 


2.2 


219 


AE001177 


Borrelia burgdorferi (section 63 of 70) of the complete genome 


0.094 


220 


AK018148 


Mus musculus adult male medulla oblongata cDNA, RIKEN full- 
length enriched library, clone:6330408Pll, full insert sequence 


1.6 


221 


AF271148 


Botiyosphaeria ribis isolate 96-131 small subunit ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.65 


222 


XM_008090 


Homo sapiens KIAA0419 gene product (KIAA0419), mRNA 


0.25 


223 


Z54541 , 


Rsapiens CpG island DNA genomic Msel fragment, clone 132cll, 
forward read cpgl32cll.ftlb 


6.4 
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225 


XM 042689 


Homo sapiens fasciculation and elongation protein zeta 2 (zygin II) 
(FEZ2), mRNA 


0.69 


lib 


AF317083 


Anoplostoma viviparum isolate BrhlO large subunit ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.22 


I'll 

227 


AE006436 


Lactococcus lactis subsp. lactis IL1403 section 198 of 218 of the 
complete genome 


0.029 


228 


AK027535 


Homo sapiens cDNA FLJ14629 fis, clone NT2RP2000448, weakly 
similar to KES1 PROTEIN 


7E-76 


229 


BC004209 


Homo sapiens, NIMA (never in mitosis gene a)-related kinase 6, clone 
MGC4434 IMAGE:2958695, mRNA, complete cds 


3E-36 


230 


AC002183 


Homo sapiens (subclone 2_h8 from BAC Hill) DNA sequence, 
complete sequence 


0.0000004 


231 


AF242489 


Prochlorococcus marinus UreC (ureC), UreB (ureB), UreA (ureA), 
UreD (ureD), UreE (ureE), UreF (ureF), and UreG (ureG) genes, 
complete cds 


0.0003 


232 


AF385396 


Homo sapiens psoriasis susceptibility gene, partial sequence 


0.027 


233 


AE006749 


Sulfolobus solfataricus section 108 of 272 of the complete genome 


2.1 


234 


X73501 


Rsapiens gene for cytokeratin 20 


0.25 


235 


AJ296801 


Glyptotendipes pallens 18S rRNA gene (partial), 2S rRNA gene, 28S 
rRNA gene (partial), internal transcribed spacer 1 (TTS1) and internal 
transcribed spacer 2 (TTS2), clone Gpaits9 


0.49 


236 


X17627 


C. thummi DNA transposable element TECthl 


0.59 


237 


AF157924 


Eutaraias dorsalis cytochrome b (cytb) gene, complete cds; 
mitochondrial gene for mitochondrial product 


0.19 


238 


XM 040836 


Homo sapiens similar to calcium channel, voltage-dependent, alpha 
1H subunit (H. sapiens) (LOC91809), mRNA 


0.38 


239 


AF097103 


Oreina melanocephala 16S large subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.23 


240 


AK013974 


Mus musculus 13 days embryo head cDNA, RBCEN full-length 
enriched library, clone:3110002D09, full insert sequence 


0.73 


241 


AK022073 


Homo sapiens cDNA FLJ12011 fis, clone HEMBB1001653 


0.26 


242 


XM 012392 


Homo sapiens ubiquitin specific protease 8 (USP8), mRNA 


2 


243 


AB048604 


Mus musculus Neu-2 mRNA for sialidase, complete cds 


0.54 


244 


AF275235 


Drepanaphis utahensis 12S small subunit ribosomal RNA gene, 
partial sequence; tRNA-Val gene, complete sequence; and 16S large 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes 
for mitochondrial products 


0.076 


245 


XM 032956 


Homo sapiens cat eye syndrome chromosome region, candidate 2 
(CECR2), mRNA 


2.2 


246 


XMJ)50246 


Homo sapiens secretory protein SEC8; KIAA1699 protein (SEC8), 
mRNA 


0 


247 


X69200 


D.tigrina Dth-1 gene, exon 2 


0.49 


248 


M33582 


O.cuniculus beta-casein gene, complete cds 


0.006 


250 


AB048604 


Mus musculus Neu-2 mRNA for sialidase, complete cds 


0.46 



225 



BNSDOCID: <WO 0214500A2_t> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRJP 


P VALUE 


251 


U48594 


Heliothis virescens insect storage protein (SP4) mRNA, partial cds 


0.022 


252 


AL162583 


Human DNA sequence from clone RP1-250J21 on chromosome 
Xpl 1.22*1 1.4, complete sequence [Homo sapiens] 


0.2 


253 


AF284038 


Cucurbita maxima phloem serpin-1 mRNA, complete cds 


0.19 


254 


AK026699 


Homo sapiens cDNA: FU23046 fis, clone LNG02491 


0.6 


! 255 


AF069199 


Trioxys betulae NADH dehydrogenase 1 gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.19 


256 


Z12028 


L.pimpinellifolium gene encoding vacuolar invertase 


0.7 


257 


AB041256 


Panonychus mori mitochondrial COl gene for cytochrome oxidase 
subunit 1, partial cds, strain:TtDe 


0.21 


258 


AK022820 


Homo sapiens cDNA FLJ12758 fis, clone NT2RP2001328 


0.25 


259 


AE006782 


Sulfolobus solfataricus section 141 of 272 of the complete genome 


1.4 


260 


AF027656 


Homo sapiens cholesteryl ester transfer protein gene, promoter region 


0.00004 


261 


Z57957 


H.sapiens CpG island DNA genomic Msel fragment, clone 22b3, 
reverse read cpg22b3.rtla 


0.00003 


262 


AF266097 


Orthetrum cancellatum large subunit rfhnsnmal "RMA cmip nnrtial 
sequence; tRNA- Valine gene, complete sequence; and small subunit 
ribosomal RNA eene naitial seauence* mitochondrial eenes for 
mitochondrial products 


0.077 


263 


XM 003119 


Homa sapiens dynein light chain- A (LOC51143), mRNA 


5.6 


264 


AF099990 


Rattus norvegicus Ste-20 related kinase SPAK mRNA, complete cds 


0.54 


265 


AE007394 


Streptococcus pneumoniae section 77 of 194 of the complete genome 


2.2 


266 


L07545 


Leislimania tarentolae kinetoplast mitochondrial MURF2 edited 
mRNA, complete cds 


0.002 


267 


L09706 


Homo sapiens complement component 2 (C2) gene allele b, exons 1 
through 8 


0.073 


268 


AF174326 


Pauesia unilachni 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.063 


269 


Z79794 


Mmusculus dystrobrevin gene, exon 8 


1.8 


270 


AB029325 


Oryza sativa gene for water channel protein RWC3, promoter region 
and complete cds 


1.7 


271 


U42461 


Xenopus laevis neural specific DNA binding protein (Xgli3) mRNA, 
complete cds 


1.6 • 


272 


XM 029784 


Homo sapiens CGI-53 protein (LOC51098), mRNA 


6E-23 


273 


D14011 


Mouse reg n gene for regenerating protein n, complete cds 


0.071 


274 


AF179235 


Homo sapiens short-chain dehydrogenase/reductase 1 (SDR1) gene, 
exons 2, 3, and 4 


2.1 
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275 


AF264911 


* 

Campylobacter jejuni putative UDP-N-acetylmuramate-alanine ligase 
(murC) gene, partial cds; putative integral membrane protein, putative 
MutS (mutS), restriction and modification enzyme Cjel (cjel), putative 
transferase, and putative integral membrane > 


0.22 


276 


AF266074 


Gomphus exilis large subunit ribosomal RNA gene, partial sequence; 
tRNA-Valine gene, complete sequence; and small subunit ribosomal 
RNA gene, partial sequence; mitochondrial genes for mitochondrial 
products 1 


0.021 


Lit 


AF229988 


Cryptosporidium parvum P-type ATPase3 gene, complete cds 


1.9 


i. fo 


AF250346 


Xenopus laevis early growth response protein 1 (egrl) gene, partial 
cds 


0.25 




AL157448 


Homo sapiens mRNA; cDNA DKFZp761E03 1 1 (from clone 
DKFZp761E0311) 


0.00001 




AF386078 


Homo sapiens serine-cysteine proteinase inhibitor clade C member 1 
(SERPINC1) gene, complete cds 


2.1 


Zol 


S80932 


MVAT5-RX2 VSG=variant surface glycoprotein {promoter} 
[Trypanosoma brucei-African trypanosomes, Genomic, 6583 nt] 


0.003 


282 


U09478 


Dictyostelium discoideum KAx-3 LagC protein (lagC) mRNA, 
complete cds 


0.008 




U63580 


Oxytricha fallax micronuclear actin I gene, partial sequence 


0.022 


284 


AF348411 


Macaca mulatta Per4 pseudogene sequence 


0.0008 


285 


AF053645 


Homo sapiens cellular apoptosis susceptibility protein (CSE1) gene, 
exons 3 through 10 


0.0002 


287 


U90928 


Arabidopsis thaliana glyoxalase II mitochondrial isozyme (Glx2-1) 
mRNA, nuclear gene encoding mitochondrial protein, complete cds 


2.2 


288 


AB050751 


Carabus pseudopusio mitochondrial ND5 gene for NADH 
dehydrogenase subunit 5, partial cds 


1.6 




AF275220 


Prociphilus fraxinifolii 12S small subunit ribosomal RNA gene, 
partial sequence; tRNA-Val gene, complete sequence; and 16S large 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes 
for mitochondrial products 


0.003 


290 


NM 014358 


Homo sapiens C-type (calcium dependent, carbohydrate-recognition 
domain) lectin, superfamily member 9 (CLECSF9), mRNA 


0.009 




D25274 


Homo sapiens mRNA, clone.rU25T9 


lJti-Jo 


292 


AF111936 


Callithrix jacchus isolate MJ50037 alpha (1,2) fucosyltransferase 
(FUT1) gene, partial cds 


1.8 


293 


AL592159 


Human DNA sequence from clone RP13-237P14 oh chromosome X, 
complete sequence [Homo sapiens] 


0.18 


294 


AK013928 


Mus musculus 13 days embryo head cDNA, RDCEN lull-length 
enriched library, clone:3100003M19, full insert sequence 


1.9 


295 


AF289199 


Mus musculus junctin and aspartyl beta-hydroxylase (Asph) genes, 
partial cds 


0.079 
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296 


AE001425 


Plasmodium falciparum chromosome 2, section 62 of 73 of the 
complete sequence 


0.008 


297 


XMJ)11029 


Homo sapiens LIM domain-containing preferred translocation partner 
in lipoma (LPP), mRNA 


0.23 


298 


AF105034 


Arabidopsis thaliana delta7 sterol C-5 desaturase (STE1) gene, 
complete cds 


0.009 


900 


L77040 


Homo sapiens (subclone 8_cl 1 from PI H22) DNA sequenoe 


9E-14 




AF278536 


Parastrongyloides trichosuri heat shock 70 protein gene, complete cds 


0.61 


302 


Z28216 


S.cerevisiae chromosome XI reading frame ORF YKL216w 


1.7 




AJ008049 . 


Chrysohna colasi 16S rRNA gene 


0.0007 




AF280812 


Glycine max putative Hslpro-1-like receptor mRNA, complete cds 


0.67 




AK007831 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone:1810048N21, full insert sequence 


0.047 




AL163543 


Human DNA sequence from clone RP11-424E21 on chromosome 13, 
complete sequence [Homo sapiens] 


0.64 


307 


AFO45022 


Bos taurus phosphatidic acid-preferring phospholipase Al mRNA, 
complete cds 


5 


7fift 


AB052731 


Oikopleura longicauda OilBra mRNA for brachyury protein, complete 
cds 


1.8 


7 no 


AF1 94275 


Holbrookia maculata clonQ HMFL 12S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


6.3 


7 in 


AJ400814 


Dictyostelium discoideum srfA gene, alternative promoters 


0.024 


311 


AK002854 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610039P13, full insert sequence 


0.68 


71 o 


U25177 


Helobdella robusta cyclin A mRNA, partial cds 


0.023 


7 17 


AK011102 


Mus musculus 13 days embryo liver cDNA, RIKEN full-length 
enriched library, clone:2510044F14, full insert sequence 


0.51 


314 


AK002181 


Homo sapiens cDNA FLJ1 13 19 fis, clone PLACE1010293 


0.0006 


71^ 


U67282 


Human mis5 homolog (MCM6) gene, exon x 


0.014 


716 
j ID 


XM 040357 


Homo sapiens chromosome 6 open reading frame 5 (C6orf5), mRNA 


1.5 


317 


AK006073 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:1700017M07, full insert sequence 


6.7 




AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the 
complete sequence v 


0.18 




NM 017678 


Homo sapiens hypothetical protein FLJ20127 (FLJ20127), mRNA 


3E-57 


320 


BC004680 


Mus musculus, Similar to coxsackievirus and adenovirus receptor, 
clone MGC:5878 IMAGE:3500491, mRNA, complete cds 


0.24 


321 


AK002181 


Homo sapiens cDNA FLJ11319 fis, clone PLACE1010293 


0.007 


322 


U90946 


Dictyostelium discoideum myosin heavy chain kinase B (MHCK-B) 
mRNA, complete cds 


0.003 


323 


Y14277 


Drosophila melanogaster mRNA for nuclear protein SA 


0.062 
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324 


Z17272 


H. sapiens DNA segment containing (CA) repeat; clone AFM248wcl; 
single read 1 


0.25 


325 


M37526 


E.gracilis chloroplast P-700 chlorophyll alplia apoprotein (psaA and 
psaB) genes, complete cds 


0.025 




Y14952 


Mus musculus gene encoding immunoglobulin J chain precursor 


0.24 


327 


AE006596 


Streptococcus pyogenes Ml GAS strain SF370, section 125 of 167 of 
the complete genome 


6.8 


719. 

J4.0 


AF079804 


Candida albicans N-ac£tyl-glucosainine-6-phosphate deacetylase 
(DAC1) and glucosarnine-6-phosphate deaminase (NAG1) genes, 
complete cds; and hexokinase (HXK1) pseudogene, complete 
sequence 


2 


329 


XM 029315 


Homo sapiens Machado-Joseph disease (spinocerebellar ataxia 3, 
olivopontocerebellar ataxia 3, autosomal dominant, ataxin 3) (MJD), 
mRNA 


7.8 


77ft 


AK022820 


Homo sapiens cDNA FLJ12758 fis, clone NT2RP2001328 


0.24 


771 


AF059275 


Mus musculus heat shock transcription factor 1 (Hsfl) gene, partial 
cds 


0.085 


770 


AL049263 


Homo sapiens mRNA; cDNA DKFZp564F133 (from clone 
DKFZp564F133) 


0.059 


777 


AP001233 


Homo sapiens genomic DNA, chromosome 2pll.2, clone:cos607/2 


0.003 


77A 


AC017021 


Homo sapiens BAC clone RP1 1-208M4 from 7, complete sequence 


0.0000005 




U03248 


Human chromosome 21 clone pVC1.23c 


3E-56 


336 


XM 046758 


Homo sapiens tensin (TNS), mRNA 


2 


771 


AJ279150 


Homo sapiens partial TFNR gene for transcription factor-like nuclear 
regulator, exon 31 


0 


J JO 


AF282896 


Rattus norvegicus chemokine RANTES gene, promoter sequence 


0.001 


17Q 


AK000939 


Homo sapiens cDNA FU10077 fis, clone HEMBA1001864 


0.21 ! 


7 Aft 


AF188517 


Staphylococcus aureus Bit-like protein SbtA (sbtA) gene, complete cds 


0.008 


7A1 


AF202562 


Homo sapiens DNA methyltransferase (DNMT1) gene, exon 13 


0.22 


7A0 


XM 017967 


Homo sapiens hypothetical protein FU13732 similar to tensin 
(FUi3732), rnRNA 


2.7 


343 


AF051685 


Homo sapiens clone SBS-12 SATB1 binding sequence in vivo 


0.21 


344 


M77188 


Campylobacter jejuni argininosuccinate lyase (argH) gene, complete 
cds 


0.22 


' 345 


U95137 


Rattus norvegicus Na+-Ca+ exchanger (NCX1) gene, exon 1-Ht 


0.24 


346 


AK019943 


Mus musculus 6 days neonate head cDNA, RIKEN full-length 
enriched library, clone:5430403G16, full insert sequence 


0.74 


347 


BC005571 


Mus musculus, ubiquitin specific protease 14, clone MGC:7106 
IMAGE:3 157723, mRNA, complete cds 


0.41 


348 


XM 026968 


Homo sapiens hypothetical protein MGC2668 (MGC2668), mRNA 


4E-16 
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AK024903 


Homo sapiens cDNA: FLJ21250 fis, clone COL01253, highly similar 
to AB020527 Homo sapiens mRNA for Na/P04 cotransporter 
hofnolog 


7E-28 


ISO 


U85645 


Oryctolagus cuniculus fructose 1,6, bisphosphate aldolase (AldB) 
gene, complete cds 


0.075 




AF388026 


Homo sapiens fibrinogen, B beta polypeptide (FGB) gene, complete 
cds 


5.8 




AY028321 


Homo sapiens pro-melanin-concentrating hormone-like 2 protein 
(PMCHL2) gene, exons 4, 5a, and 5b, alternatively spliced 


0.0003 




AL513491 


Human DNA sequence from clone RP11-79A21 on chromosome X, 
complete sequence [Homo sapiens] 


1.9 




M92068 


Chimpanzee retrovirus-like sequence-isoleucine b (RTVL-Ib) gene, 5' 
and y LTR 


1.5 




XM_002120 


Homo sapiens zinc finger protein 262 (ZNF262), mRNA 


0.007 


356 


X02435 


Tetrahymena mitochondrial gene for tRNA-Phe (GAA) 


0.028 




XM_033459 


Homo sapiens syntaxin binding protein 1 (STXBP1), mRNA 


2.1 


358 


NM 015770 


Mus musculus non-agouti (a), mRNA 


I 0.64 




AJ296103 


Staphylococcus aureus repNVH99 gene for replication protein and 
smr gene 


0.15 


iou 


Z12840 


O.cuniculus mRNA for protein of unknown function 


e-131 


361 


XM 038370 


Homo sapiens hypothetical gene supported by AK001938; AK001941 
(LOC91424), mRNA 


0.0002 


362 


AF108684 


Rhipidomys mastacalis cytochrome B (cytB) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.009 




NM 020045 


Mus musculus HIRA-interacting protein 5 (HIRIP5), mRNA 


1.8 | 




AK024439 


Homo sapiens mRNA for FLJ00029 protein, partial cds 


0.73 


JO J 


AK025445 


Homo sapiens cDNA: FLJ21792 fis, clone HEP00441 


2.1 


•500 


AP000307 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:f6C7, complete sequence 


0.00004 


.50/ 


AE000818 


Methanobacterium thermoautotrophicum from bases 264585 to 
276866 (section 24 of 148) of the complete genome 


2.3 


368 


AK001164 


Homo sapiens cDNA FLJ 10302 fis, clone NT2RM2000042 


0.13 ! 




XMJ)29101 


Homo sapiens KIAA0947 protein (KIAA0947), mRNA 


0.95 


370 


AK022191 


Homo sapiens cDNA FLJ12129 fis, clone MAMMA1000198 


0.029 


371 


Z54280 


S.scrofa gene for skeletal muscle ryanodine receptor ^ 


1.9 


372 


AY037259 


Arabidopsis thaliana AT3g52120/F4F15_230 mRNA, complete cds 


9.6 


373 


XM 034599 


Homo sapiens acid sphingomyelinase-like phosphodiesterase . 
(ASM3A), mRNA 


0 


374 


XM 046914 


Homo sapiens S WI/SNF related, matrix associated, actin dependent 
regulator of chromatin, subfamily f, member 1 (SMARCF1), mRNA 


3E-16. 


375 


M86340 


Mycoplasma-like sp. 23S and 16S ribosomal RNAs, Tyr-transfer RNA 
and lie-transfer RNA, complete cds 


0.24 


376 


AB019507 


Drosophila kanekoi gene for glycerol-3 -phosphate dehydrogenase, 
complete cds 


1.3 
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377 


AF106915 


Phodopus sungorus luteinizing hormone beta subunit mRNA, partial 
cds . 


0.61 


378 


i T ^ F i AAA 

AL354800 


Human DNA sequence from clone RP1-316I5 on chromosome 20 
Contains the 3* end of the KIF3B gene encoding a kinesin family 
member 3B (KIAA0359) and ESTs, complete sequence [Homo 
sapiens] 


0.000 L 


379 


AL133430 


Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 
233360 


0.66 


380 


AF085894 j 


Homo sapiens full length insert cDNA clone YP97D1 1 


0.0002 


JO i 


AJ286750 


Sesbania rostrata mRNA for phosphoenolpyruvate carboxylase (pepc 
gene) 


0.068 




XM_0404I5 


Homo sapiens region containing hypothetical protein; mutL (E. coh) 
homolog 3 (LOC82389), mRNA 


e-128 


383 


Y09794 


A.rabiei microsatellite DNA 


1.2 


JO't 


AB047905 


Macaca fascicularis brain cDNA, clone:QnpA-15911 


1.8 


385 


AK001451 


Homo sapiens cDNA FLJ10589 fis, clone NT2RP2004389, weakly 
similar to PROBABLE MITOCHONDRIAL 40S RIBOSOMAL 
PROTEIN S9 PRECURSOR 


1.5 


jou 


AF010473 


Schizosaccharomyces pombe myosin-like protein Sp8 (sp8) mRNA, 
partial cds 


0.19 




AL133604 


Homo sapiens mRNA; cDNA DKFZp434G1615 (from clone 
DKFZp434G1615) 


0.00006 


joy 


XM 009252 


Homo, sapiens methyl-CpG binding domain protein 3 (MBD3), 
mRNA 


0.055 


390 


AB053116 


Polyandrocarpa misakiensis mRNA for putative eukaryotic petide 
chain release factor subunit 1, complete cds 


1.5 




AL138666 


S.pombe chromosome I cosmid c694 


1.3 




AF091933 


Pleurorus ostreatus small subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.078 




Z37964 


Staphylococcus sp. genes encoding QacC and replication protein 
(rep827) 


0.073 




AB020712 


Homo sapiens mRNA for KIAA0905 protein, complete cds 


2E-64 




BC009023 


Mus musculus, Similar to prostaglandin E receptor 4 (subtype EP4), 
clone MGC:7183 IMAGE:3481696, mRNA, complete cds 


1 c 

1.5 


J7U 


AM UlUlzo 


Homo sapiens odz (odd Oz/ten-m, Drosophila) homolog 1 (ODZ1), 


0.55 


397 


XM 011386 


Homo sapiens hypothetical protein PRO0813 (PRO0813), mRNA 


5.3 


398 


XM 040694 


Homo sapiens AD031 protein (AD031), mRNA 


1.3 


399 


AE006177 


Pasteurella multocida PM70 section 144 of 204 of the complete 
genome 


5 


400 


AL113079 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


1.2 


401 


U39694 


Mycoplasma genitalium section 16 of 51 of the complete genome 


0.84 


402 


XM 016314 


Homo sapiens ankyrin 2, neuronal (ANK2), mRNA 


4.6 
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403 


XM 045362 


Homo sapiens likely homolog of rat kinase D-interacting substance of 
220 kDa; KIAA1250 protein (KIAA1250), mRNA 


7E-77 


404 


NM 028513 


Mus musculus RIKEN cDNA 1700052K15 gene (1700052K15Rik), 
mRNA 


9 


405 


U47416 


Solanum allophyllum NADH dehydrogenase subunit (ndhF) gene, 
chloroplast gene encoding chloroplast protein, partial cds 


0.2 


406 


NC 002502 


Lactococcus lactis subsp. lactis plasmid pCI305, complete sequence 


5.3 


407 


AF269561 


Staphylococcus epidennidis strain SRI clone step.l010e06 genomic 
sequence 


0.19 


409 


AF336128 


Lumpy skin disease virus strain Neethling, 5' partial sequence 


1.5 


410 


AB058397 


Oryza sativa CHS gene for chalcone synthase, complete cds 


0.16 


411 


AE006830 


Sulfolobus solfataricus section 189 of 272 of the complete genome 


0.21 


412 


AY035064 


Arabidopsis thaliana unknown protein (T20O10_100/AT3g63000) 
mRNA, complete cds 


0.22 


413 


AF158049 


Platybrachys decemmacula 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.063 


414 


NM_026444 


Mus musculus citrate synthase (Cs), mRNA 


1.7 | 


415 


BC007820 


Homo sapiens, clone IMAGE:4303165, mRNA 


0 


416 


AJ295228 


Caenorhabditis elegans mRNA for MAGUK protein DLG-1 (dlg-1 
gene) 


0.2 


417 


AB028633 


Flammulina velutipes mitochondrial gene for DNA polymerase, RNA 
polymerase, complete and partial cds 


0.6 


418 


Y09794 


Arabiei microsatellite DNA 


1.2 


419 


AB054063 


Pagrus major lpl gene for lipoprotein lipase, complete cds 


5.9 


420 


AF323928 


Plasmodium falciparum GcpE (gcpE) gene, complete cds 


0.14 


421 


M31012 


Chicken MHC class I B-FTV-B12 alpha-chain gene, complete cds 


1.2 


422 


Z49806 


B.taurus mRNA for adenylyl cyclase type VII 


6.1 | 


423 


AB009907 


Luciola kuroiwae mitochondrial DNA for 16S rRNA, partial sequence 


0.003 


424 


X76693 


C.coli (UA585) sodB gene for superoxide dismutase 


0.45 


425 


AF284942 


Carex capitata tRNA-Thr, partial sequence; trnT-trnL intergenic 
spacer, tRNA-Leu, and trnL-trnF intergenic spacer, complete 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for 
chloroplast products 


0.29 


426 


AK0 17986 


Mus musculus adult male thymus cDNA, RIKEN full-length enriched 
library, clone:5830443G21, full insert sequence 


5.1 


427 


AL5 12549 


S.pombe chromosome I BAC pB2B4 


1.6 


428 


AF283669 


Homo sapiens kallikrein 14 (KLK14) gene, complete cds 


2.3 


429 


Z12842 


O.cuniculus mRNA for protein of unknown function 


5E-73 


430 


XM_016894 


Homo sapiens LOC86241 (LOC86241), mRNA 


3E-65 


431 


X96616 


P.primaurelia gene encoding 156D surface antigen 


0.23 


432 


X02175 


Schizosaccharomyces pombe cdclO start gene 


0.027 


433 


AK021807 


Homo sapiens cDNA FLJ11745 fis, clone HEMBA1005526 


0.001 
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"D *\7 AT TTt? 


434 


AM 


Homo sapiens protein phosphatase 2 (formerly 2A), regulatory subunit 
xj (rK ->z;, arpna isoiorm (rfr/RzA), mRNA 


OB AA 

5E-09 


435 




Kice tf-v^i- gene ior 4-coumarate-uoA ngase (HC 0.4.1. 12; 


A CI 

0.63 


436 




Mus musculus adult male cerebellum cDNA, RIKEN full-length 
enncnea norary, clone. 15UUU19U16, full insert sequence 


1E-16 


437 


AT? A AO 7 1*7 

AJiUUZj j / 


Chlamydia muridarum, section 65 of 85 of the complete genome 


0.049 


438 


AF106574 


Caenorhabditis elegans cosmid E02D9, complete sequence 


0.7 


439 


ADOODO 


C nil*.* CC _T>XT A 

b.aiba 5b rRNA gene 


0.74 


440 


A C1 1T1 CO 


Drosophila mauritiana Cu-Zn superoxide dismutase (Sod) gene, exons 
1 and 2 and complete cds 


1.7 


441 


U08466 


Nephila clavipes alanine tRNA gene, complete sequence 


2.1 


442 


AY021236 


Oryza sativa microsatellite MRG3561 containing (TA)X22, genomic 
sequence 


1.5 


443 


L09262 


Arabidopsis thaliana phytochrome b gene, exons 2 and 3 


0.079 


444 


AC007095 


Homo sapiens BAC clone RP1 1-303 A22 from 7, complete sequence 


0.23 


445 


AK0 12607 


Mus musculus 11 days embryo cDNA, RIKEN full-length enriched 
library, clone;2700094F01, full insert sequence 


0.19 


446 


AF309415 


Cyprinus carpio ovarian fibroin-like substance-2 mRNA, partial cds 


0.008 


447 


X03956 


Potato (tetraploid variety Maris piper) patatin gene 


0.003 


448 


BC008617 


Mus musculus, clone IMA GE:3 588380, mRNA, partial cds 


0.07 


449 


AJ242146 


Mauritiella armata 18S rRNa gene (partial), 5.8S rRNA gene, 26S 
rRNA gene (partial) and internal transcribed spacers 1 and 2 (TTSl, 
ITS2), clone 1 


0.07 


450 


M67489 


Bovine desmocollin mRNA, complete cds 


0.066 


451 


AB048954 


Macaca fascicularis brain cDNA, clone:QnpA-10509 


0.48 


452 


AE00H36 


Borrelia burgdorferi (section 22 of 70) of the complete genome 


0.18 


453 


a paai inn 

AE001398 


Plasmodium falciparum chromosome 2, section 35 of 73 of the 
complete sequence 


0.025 


454 


A "C^ i on A A 

AF2 18904 


Homo sapiens attractin precursor (ATRN) gene, exon 19 


1*6 


455 


AK025078 


Homo sapiens cDNA: FLJ21425 fis, clone COL04162 


1E-71 


456 


Ml 1449 


Yeast mitochondrial ori2-ori7 region DNA with putative peptide 


0.34 


457 


XM 031156 


Homo sapiens hypothetical gene supported by AB007970 
(LOC90360) > mRNA 


0.006 


458 


A 1/rtl C 1 OA 

AK015180 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930422I22, full insert sequence 


A A AT 

0.007 


459 




Watyia conipnc rlATiP 1-^01 A 1? ^Amrtlpfp cpniiAno^ 
XAUlllU adpiClla vlvllv JMT 1 1"U71/\1^, CUJupiClC bdJUCiiVC 


ft 013 


460 


U06154 


Human clone 2004V-I-1 from chromosome Iq terminal region 


IE-19 


461 


AE001123 


Borrelia burgdorferi (section 9 of 70) of the complete genome 


0.83 


462 


Y17797 


Enterococcus faecalis gph, ydjH, ydjG, ydjl, pbp4 and ydiC, ORF2 
and ORF3 genes, partial 


0,22 


463 


AB026906 


Homo sapiens SDHD gene for small subunit of cytochrome b of 
succinate dehydrogenase, complete cds 


0.042 


464 


L13942 


Human (clone Cos35) glycerol kinase (GK) gene, exons 1-3 


0.042 


465 


U81510 


Spodoptera frugiperda caspase-1 mRNA, complete cds 


0.041 
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P VAT TTT7 


466 


AJ003222 


Borrelia burgdorferi flgK, flbF, thdF, gidA, gidB, moxR, orfl, orf2, 
orf3. orf4 and orf5 senes 


U.Do 


467 


AY034379 


C^tlSlCllTn JHlTllllim nmnr'TlP/f — pVi^siti aminn vkf*iA Qminntrancfpropo 

mRNA, complete cds 


1.8 


468 


AF120317 


Mus mu senilis mahoeanv (tn&) ppup pvnnQ 


U.30 


469 


AE007451 


Streptococcus pneumoniae section 134 of 194 of the complete genome 


0.005 


470 


AF305819 


Homo SSDiens PRO0777 mRNA rnmnWf* rvlc 




471 


AF045950 


MllS mUSCIllllS DlfiThll^ YAP l$nm 1 awnirir pnH nartial comion^A 
*»Jii*i9 uiuj^iuug 1/iuJUUi/ XHv XO.JVJJ. 1 aUwXIUlw C11U* PctlUdl OCQlieilvC 


U.zZ 


473 


XM_010416 


Homo sapiens GTP-binding protein ragB (RAGB), mRNA 


0.14 


474 


XM_028004 


nuiuu bdpieiib diny o uopiii c lateral sclerosis z yuveruiey enromosome 
region, candidate 3 (ALS2CR3), mRNA 


0.00005 


475 


AK021820 


nomo sapiens cjl/jna r.Lj 1 1 o© lis, clone n^MHA HHnnOS^ Joignly 
si nu idr to iiomo sapiens mKiNA, ciatnA iyl\-rZrpjo4Jvx33 (irom clone 
DKFZp564K133) 


0.004 


476 


AE002579 


urosopnna meianogasier genomic scanoia i4zuuuui3Jo5o3o, 
complete sequence 


6.7 


477 


AF047677 


xiomo sapiens uystropnin \uniij) gene, deletion DreaKpomts 1-3 in 
intron 5 


0.64 


478 


AT 58970^ 


riunian ltna sequence rrom cione Kr n-jyirzi on enromosome 6, 

TT> T>l/ a t^» CP/lll A nPA ITTmnn f onion rl 

cuiiipjcic kcqucnuc [iic/ino sapiensj 


0.00009 


479 


AF265343 


Danio rerio protein kinase Npk mRNA, complete cds 


0.14 


480 


XM.031879 


nuuiu bdpiciib iwivco/ a i r idiiuiy iranscnpiion iactor ^i^isJ&p-ji^ 
mRNA 


0.44 


481 


XM 050760 


nuiuu bdpiciib AlJr~uinaing Cassette, SUD-iamiiy L» AK/IYLKJr), 
member 7 f ARPr'^ mUMA 


U.l)/ / 


482 


AF069508 


nuiuu bdpiciib iiuiiictu endogenous re uo virus xiivii^o.Zo gag and poi 
pseudogenes, complete sequence 


0.23 


483 


AK022914 


Homo saniens cDNA Fl T12859fiQ clone NTTRP7nfV*Ail^ 


z 


484 


XM 032753 


Homo sapiens hypothetical gene supported by AK022412 
(LOC90584), mRNA 


1.9 


485 


XM 018436 


Homo sapiens hypothetical protein FLJ14327 (FLJ14327), mRNA 


0.66 


486 


AF130764 


Eoiius caballus KM1 penp tiaTfial <;ennpnfv» 


*r 


I 487 


AK024286 


Hrtmo ^anienQ rDTCA FT T1499d ftc r]nnt* 'WTO'PP^nn/inoft 


ZC-lo 


488 


AF348342 


Plasmodium malariae caseinolytic protease C (clpC) gene, partial cds; 
apicoplast gene for apicoplast product 


0.23 


489 


XM 029336 


Homo sapiens similar to potassium voltage-gated channel, subfamily 
H (eag-related), member 2; ether a go-go related (M. musculus) 
(LOC90134), mRNA 


6.2 


490 


BC005951 


Homo sapiens, clone MGC:14588 IMAGE:4249174, mRNA, 
complete cds 


5E-35 


491 


AJ391749 


Vicia melanops genomic repetitive element, clone M29 


0.13 


492 


AF154170 


Sceloporus dugesii 12S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.21 
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493 


X84060 


Rsapiens TCF11 gene, exon 3-6 


0.21 


494 


AP000418 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone:MPK17 


0.003 


495 


AJ277428 


Scenedesmus obliquus mitochondrial tRNA-Ser, tRNA-Asp, 16S 
rRNA, 23S rRNA genes, strain KS3-2 


0.65 


496 


L11447 


Mycoplasma hyorhinis repeat regions in potential metal binding 
protein gene region 


0.046 


497 


AY029764 


Mus musculus TRAM1 mRNA, complete cds 


0.23 


498 


XM 031173 


Homo sapiens parathyroid hormone (PTH), mRNA 


0.22 


499 


AF270168 


Staphylococcus epidermidis strain SRI clone step.l05,lfl)2 genomic 
sequence 


0.24 


500 


AF336131 


Lumpy skin disease virus strain Neethling, 3* partial sequence 


3.5 


501 


AF195272 


Mus musculus serine/threonine kinase AIE1 gene, complete cds 


6.7 


502 


NC_002322 


Laqueus rubellus mitochondrion, complete genome 


0.26 


503 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1 700 1 1 2 Jl 6, full insert sequence 


0.24 


504 


U32706 


Haemophilus influenzae Rd section 21 of 163 of the complete genome 


0.68 


505 


AF247555 


Drosophila mauritiana heat shock protein 68 gene, partial cds 


1.9 


506 


NM 011146 


Mus musculus peroxisome proliferator activated receptor gamma 
(Pparg), mRNA 


0.024 


507 


M26940 


Mouse beta-casein gene, complete cds 


0.002 


508 


AB003043 


Phycomyces blakesleeanus classll chitin synthase (PbCHSl) gene, 
complete cds 


0.68 


509 


U89348 


Human papillomavirus type 16 variant, complete sequence 


0.62 


511 


AF270160 


Staphylococcus epidermidis strain SRI clone step. 105 le03 genomic 
sequence 


0.077 


512 


AF1 19554 


Plasmodium falciparum para-aminobenzoic acid synthetase gene, 
complete cds 


0.078 


513 


AY014991 


Waterstoniella sp. CAM-2000 cytochrome oxidase subunit I (COI) 
gene, partial cds; mitochondrial gene for mitochondrial product 


0.68 


514 


NM 013037 


Rattus norvegicus Fos-responsive gene 1 (St2), mRNA 


0.085 


515 


AF169003 


Hepatitis C virus isolate G2aKl polyprotein gene, complete cds 


0.028 


516 


U23442 


Tetrahymena thermophila RR internal deletion sequence 


0.25 


517 


AF381638 


Homo sapiens SNP ECU psoriasis susceptibility gene candidate 
interval, partial sequence 


0.0003 


CIO 

518 


NM 023755 


Mus musculus Tcfcp2-related transcriptional repressor 1 (Crtrl- 
pending), mRNA 


0.009 


519 


NM 004706 


Homo sapiens Rho guanine nucleotide exchange factor (GEF) 1 
(ARHGEF1), mRNA 


3.4 


520 


X67164 


P.hybrida T-DNA integration region 


0.063 


521 


AB042275 


Canine herpesvirus CICP0 gene for infected cell protein 0, complete 
cds 


0.66 


522 


ABO 19942 


Arabidopsis thaliana gene for sigma factor SigA, complete cds 


1.4 
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523 


AF270382 


Staphylococcus epidermidis strain SRI clone step. 404 lf02 genomic 
sequence 


0.23 


524 


AF284897 


Carex sunina tRN A-Thr nartial <;pnnpnce* trnT-tTnT . intprapnip 

viuwA ouyjxna L-LVi ~ i± X XXI , palUiu OCUUCllwV) Hill U UJLi XllLwlKClUw 

spacer, tRNA-Leu, and trnL-trnF intergenic spacer, complete 
seauence' and tRNA-Phe naxtial sentience* chlnrnnlast <?enp< fhr 
chloroplast products 


0.23 


525 


AK000493 


Homo saoiens cDNA FLJ20486 fis clone KAT08039 


0.17 


526 


U67535 


Methanococcus iannaschii section 77 of 150 of the comnlete eenome 


0.6 


527 


AE002754 


Drosonhila melanneaster cenomie Qcaffold 1 4.900001 ^ Ift^ J/? 1 
coinnlete seauence 


1.8 


528 


AF241656 


Caenorhabditis elegans SR protein specfic kinase SPK-1 mRNA, 
comnlete cds 


1.7 


529 


AF173828 


Caenorhabditis elegans putative potassium channel SIo-2 mRNA, 
comolete cds 


0.21 


530 


AE005382 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 1 of 
290 


2 3 


531 


236154 


S eprpvisinp chrnTnnQfMnp TT TPflfn'my ■framp CTRl? V"RH9RSw 

O.WVivViaiaC Will UIUVF9V/11IC XJ> It-dUJllg, XI a.lllt/ VXVl lDI\XOJW 


v.UO 


532 


AF054126 


Rattus norvegicus polymorphic marker D6UIA6 sequence 


0.061 


533 


AK004780 


\4iiq Tniicmliic adult malp limp - eTVWA T?TTC KM "fiill-lpncth pnrirheri 
1 ibrarv cl on e • 1 2000 1 5C 1 9 full in serf seauence 


0.7 


534 


AF352555 


Staphylococcus aureus subsp. aureus strain ATCC31889 leukocidin 
LukS component gene, partial cds 


0.2 


535 


AF352555 


Staphylococcus aureus subsp. aureus strain ATCC31889 leukocidin 
LukS component f?ene nartial cds 


0.1 


536 


J05246 


Mouse alpha-fetoprotein (AFP) gene, 5' flank 


0.024 


537 


AF021935 


RattiiQ nftTVPfHciiQ mvtnnir riv<itrnTihv lri ti a <;p-tp1 a tprf C!Hc49-hinriinp' 

AflllUo UU1 VWglwU.3 llljrlUlUv *Xj 3 LI \J L/Xlj l\l I la JW 1 vitllvU V^IVTA^JHIUJ lljg 

kinase (MRCK) mRNA, complete cds 


e-141 


538 


Y12573 


D melanoeaster Jun and 14-3-3 zeta eene 


0.5 


539 


AF248584 


\TnT5iYPl1a ratarrlialic TTT"VP-<y1iiP.ncp HptvwJmtxpriacp opup r»nrtiii1 p/1c* 
•lviui aA&iia uaiaiiiiaiio vjl/a -giuvvf&c uciijuiUgciiait gcuc-, jjaiuai tua, 

and UDP-glucose 4-epimerase (galE) and L-glutamine:D-liuctose-6- 
DhosDhate aminotransferase ( clmS^ cenes comnlete cds 


0.0?6 


540 


AL136554 


Homo saniens mRNA* cDNA DKFZn761D0712 ffirom clone 

X±\JXll\J OUjJldiO nUVIl vi/ii/l J_/lVl £~r^J rUli/V / J.^ ^JJ Villi wlVJllw 

DKFZp761D0712) 


0.089 


541 


AF158049 


PlatvHraplivc Hpr'pmmapiilfl IfiS rihrvcrmiQl TJWA cjpup nnrrial 

± xaLj%jxa\txxyo ucvvlilillaUllla A.UO ilUl*3UlLiai XxTN/\ gvllw, JJalUCLL 

sequence; mitochondrial gene for mitochondrial product 


0.082 


542 


AY023618 


Oryza sativa microsatellite MRG5943 containing (TTA)X55, closest 
to marker RG908, genomic sequence 


0.00009 


543 


AL591498 


Human DNA sequence from clone RP11-113L12 on chromosome 13, 
complete sequence [Homo sapiens] 


3E-14 


544 


AF183908 


Danio rerio P450 aromatase (cypl9b) mRNA, complete cds 


0.069 


545 


AK016658 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4933405A14, full insert sequence 


0.53 


546 


AB014084 


Homo sapiens genomic DNA, chromosome 6p21.3, HLA class I 
region, Cosmid clone:TY7A5, complete sequence 


0.011 
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547 


AF285076 


Scleria reticularis tRNA-Leu, partial sequence; trnL-trnF intergenic 
spacer, complete sequence; and tRNA-Phe, partial sequence; 
chloroplast genes for chloroplast products 


0.19 


548 


XM 047604 


Homo sapiens coproporphyrinogen oxidase (coproporphyria, 
harderoporphyria) (CPO), mRNA 


0.17 


549 


Z81538 


Caenorhabditis elegans cosmidF45H10, complete sequence 


0.24 


550 


AF026800 


Fundulus heteroclitus cytochrome P4501A (CYP1 A) mRNA, 
complete cds 


1.9 


551 


XM_051897 


Homo sapiens phospholipase A2, group IVA (cytosolic, calcium- 
dependent) (PLA2G4A), mRNA 


9E-08 


552 


XMJ)15200 


Homo sapiens hypothetical protein FLJ22724 (FLJ22724), mRNA 


2.1 


553 


AF266244 


Gillichthys mirabilis adenylate cyclase type v-like protein mRNA, 
complete cds 


6 


554 


Z21818 


H.sapiens carcinoembryonic antigen gene 


0.23 


555 


AE002100 


Ureaplasma urealyticum section 1 of 59 of the complete genome 


0.023 


556 


XM 045179 


Homo sapiens hypothetical gene supported by AL137724 
(LOC92454), mRNA 


0.19 


557 


X16509 


Rice alpha -amylase gene 


L8 


558 


M33753 


D.melanogaster crumbs protein mRNA, complete cds 


5.4 


559 


D32022 


Human mRNA for T cell receptor V beta 8 CDR3, parcial sequence 


1.5 


560 


AF188893 


Homo sapiens guanidinoacetate N-methyltransferase (GAMT) gene, 
complete cds 


0.18 


561 


AF367310 


Arabidopsis thaliana At2g36880/TU8.6 gene, complete cds 


0.11 


562 


AF207699 


Elaeis guineensis agamous-like MADS box protein OPMADS1 
mRNA, complete cds 


0.45 


564 


AB014586 


Homo sapiens mRNA for KIAA0686 protein, partial cds 


0.17 


565 


L77040 


Homo sapiens (subclone 8_cl 1 from PI H22) DNA sequence 


8E-14 


566 


NM 024942 


Homo sapiens hypothetical protein FLJ13490 (FLJ13490), mRNA 


0.013 


567 


U88158 


Tetrahymena thermophila micronuclear developmentally eliminated 
sequence region 


0.18 


568 


AF210744 


Nannochloropsis oculata large subunit ribosomal RNA gene, partial 
sequence 


0.057 


569 


AL590384 


Human DNA sequence from clone RP1 1-349A16 on chromosome 
Xq22.3-24, complete sequence [Homo sapiens] 


2E-15 


570 


AY034379 


Capsicum annuum branched-chain amino acid aminotransferase 
mRNA, complete cds 


1.2 


571 


AF038283 


Campylobacter jejuni cytolethal distending toxin A (cdtA), cytolethal 
distending toxin B (cdtB), and cytolethal distending toxin C (cdtC) 
genes, complete cds 


0.4 


572 


X98807 


A.thaliana mRNA for peroxidase ATP21a 


1.8 


573 


AF111941 


Dictyostelium discoideum AX4 development protein DG1148 
(DG1148) gene, complete cds 


0.0009 
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574 


AE002247 


Chlamydophila pneumoniae AR39, section 74 of 94 of the complete 
genome 


1.7 


575 


AF247555 


Drosophila mauritiana heat shock protein 68 gene, partial cds 


1.4 


576 


AJ237599 


Gallus gallus mRNA for iroquois homologue-2 


0.056 


577 


NM 030995 


Rattus norvegicus Microtubule-associated protein la (Mapla), mRNA 


0.21 • 


578 


XM 027638 


Homo sapiens K1AA0240 protein (KIAA0240), mRNA 


1.5 


579 


AF3 10886 


Dictyostelium discoideum RacA (racA) gene, complete cds 


0.065 


580 


AB001090 


Homo sapiens gene for H-cadherin, exon 1 


0.2 


581 


BC009101 


Mus musculus, Similar to hypothetical protein DKFZp761C121, clone 
MGC:12146 IMAGE:37 10846, mRNA, complete cds 


0.0008 


582 


XM 011473 


Homo sapiens serine (or cysteine) proteinase inhibitor, clade B 
(ovalbumin), member 9 (SERPINB9), mRNA 


1.8 


583 


AF004051 


Galium hypocarpium rpsl6 gene, chloroplast gene, partial intron 
sequence 


0.068 


584 


AE007440 


Streptococcus pneumoniae section 123 of 194 of the complete genome 


0.066 


585 


L25647 


Homo sapiens fibroblast growth factor receptor gene (located in the 
central MHC) signal peptide and consecutive exon 


0.069 


586 


AF191079 


Stealth virus 1 clone 3B632, genomic sequence 


0.009 


587 


L20465 


Onchocerca volvulus nicotinic acetylcholine receptor mRNA, partial 
cds 


0.72 


588 


NM_008713 


Mus musculus nitric oxide synthase 3, endothelial cell (Nos3), mRNA 


2 


589 


NM 004052 


Homo sapiens BCL2/adenovirus E1B 19kD-interacting protein 3 
(BNIP3), nuclear gene encoding mitochondrial protein, mRNA 


4E-26 


590 


U40228 


Plasmodium falciparum ADP-ribosylation factor 1 (pARFl) mRNA, 
complete cds 


0.009 


591 


AL049435 


Homo sapiens mRNA; cDNA DKFZp586B0220 (from clone 
DKFZp586B0220) 


0.008 


592 


AC000981 


Homo sapiens (subclone 2_c6 from PI H31) DNA sequence, complete 
sequence 


0.68 


593 


AF304319 


Neospora caninum small subunit ribosomal RNA and large subunit 
ribosomal RNA genes, partial sequences and intergenic region, plastid 
genes for plastid products 


0.009 


594 


BC006517 


Homo sapiens, Similar to PPAR binding protein, clone 
IMAGE:3546031, mRNA 


7E-43 


595 


AJ249162 


Homo sapiens promotor enhancer from ISG20 gene 


2.1 


596 


AJ297708 


Rattus norvegicus RT6 gene for T cell differentiation marker RT6.2, 
exons 1-8 


0.024 


597 


Y11779 


Rprowazekii ygjT-like gene and 4 open reading frames 


0.078 


598 


AE005660 


Escherichia coli 0157 :H7 EDL933 genome, contig 3 of 3, section 279 
of290 


0.53 


599 


XM 041617 


Homo sapiens RAB1 IB, member RAS oncogene family (RAB11B), 
mRNA 


4.8 


600 


AK023165 


Homo sapiens cDNA FLJ13103 fis, clone NT2RP3002304 


0.25 
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601 


Z69388 


Human DNA sequence from cosmid L60G9A, Huntington's Disease 
Region, chromosome 4pl6.3 contains ESTs and a CpG island 


0.084 


602 


Uo47ol) 


Chromatium vinosum dsr locus, complete sequence 


0.022 


603 


AF122050 


Hordeum vulgare limit dextrinase gene, complete cds 


1.8 


604 


AJ308471 


Mus musculus partial gene for acetyl-CoA carboxylase-alpha, 
promoter I 


0.022 


605 


AF158032 


Cixius inflatus 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.008 


607 


XM 012733 


Homo sapiens KIAA1012 protein (KIAA1012), mRNA 


0.005 


60S 


D37781 


Human mRNA for protein-tyrosine phosphatase HPTPeta, complete 
cds 


0.059 


609 


AC002252 


Homo sapiens (subclone 1 j>7 from BAC H76) DNA sequence, 
complete sequence 


7E-11 


610 


AF160964 


Peanut witches'-broom phytoplasma RNA polymerase sigma factor 
(rpoD) gene, complete cds 


0.63 


611 


U67528 


Metlianococcus jannaschii section 70 of 150 of the complete genome 


0.67 


612 


AF063134 


Justicia caudata tRNA-Leu (trnL) gene, chloroplast gene for 
chloroplast RNA, partial sequence 


1.2- 


613 


U67527 


Methanococcus jannaschii section 69 of 150 of the complete genome 


1.5 


614 


AK022455 


Homo sapiens cDNA FLJ12393 fis, clone MAMMA1002711 


0.000001 


615 


AF272082 


Poiretia punctata trnK gene, infcron, 3' partial sequence; and maturase 
(matK) gene, partial cds; chloroplast genes for chloroplast products 


0,075 


616 


AF1 12461 


Homo sapiens G protein-coupled receptor 57 (GPR57) gene, complete 
cds 


0.025 


617 


AF3 10884 


Dictyostelium discoideum RaclB (raclB) gene, complete cds; racK 
pseudogene, complete sequence; and unknown genes 


5.6 


618 


AF348342 


Plasmodium malariae caseinolytic protease C (clpC) gene, partial cds; 
apicoplast gene for apicoplast product 


0.22 


619 


AB043965 


Danio redo gene for dhanna, promoter and partial cds 


0.054 


620 


NC 001839 


Petunia vein clearing virus, complete genome 


U.Ol 


621 


AK023959 


Homo sapiens cDNA FLJ13897 fis, clone THYRO1001706 


0.67 


622 


AF028835 


Drosophila pallidosa vermilion (v) gene, complete cds 


All 

0.13 


623 


uu / jyo 


ft/Tf^tfianfwvMiQ innnacrfiu Qectinn 1 40 of 1 50 of thp comnlete ffenoine 


0.072 


624 


AF283103 


Pineapple mealybug wilt associated virus-2 polyprotein (ORFla) and 
RNA-dependent RNA polymerase genes, partial cds; and hydrophobic 
protein p5, heat shock protein 70, p46, coat protein, diverged coat 
protein, p20, p22, and p6 genes, complete cds 


1.5 


625 


XM 008161 


Homo sapiens hypothetical protein FLJ20345 (FLJ20345), mRNA 


1E-15 


626 


XM 035599 


Homo sapiens adaptor-related protein complex 4, epsilon 1 subunit 
(AP4E1), mRNA 


6E-22 
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627 


AF143066 


Lepidopilum scabrisetum ribosomal protein system 4 (rps4) gene, 
partial cds 


0.61 


628 


U89283 


Biomphalaria glabrata myoglobin gene, complete cds 


0.46 


629 


U44949 


Xenopus laevis zona pellucida A glycoprotein homolog (xlZPA) 
mRNA, complete cds 


1.6 


630 


AE007395 


Streptococcus pneumoniae section 78 of 194 of the complete genome 


0.15 


631 


BC006963 


Mus musculus, clone IMAGE:3708410, mRNA, partial cds 


1.6 


632 


XM031120 


Homo sapiens peptidylglycine alpha-amidating monooxygenase 
(PAM), mRNA 


4E-40 


633 


AF316122 


Kinosternon arizonense isolate KariAZ2 mitochondrial control region, 
complete sequence 


0.69 


634 


U67561 


Methanococcus jannaschii section 103 of 150 of the complete genome 


0.22 


635 


D88010 


Human DNA for ribosomal protein S13, complete cds, U14 small 
nucleolar RNA, complete sequence 


0.24 


636 


AE006321 


Lactococcus lactis subsp. lactis DL1403 section 83 of 218 of the 
complete genome 


-, 2.2 


637 


AF045595 


Carassius auratus clone gf-40 glutamic acid decarbpxylase isoform 67 
(GAD67) mRNA, complete cds 


.0.74 


638 


D38378 


Human DNA, novel tandem repeat sequence 


0.21 


639 


AF260819 


Plasmodium falciparum CGI protein gene, complete cds 


0.003 


640 


NC 000857 


Ceratitis capitata complete mitochondrial genome 


0.23 


641 


AK015383 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930444M15, full insert sequence 


2.1 


642 


AF286367 


Homo sapiens HMG1Y gene, promoter 


1.6 


643 


AK019143 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 
library, done:2600001P13, full insert sequence 


0.69 


644 


AE001421 


Plasmodium falciparum chromosome 2, section 58 of 73 of the 
complete sequence 


2 


645 


D16904 


Human HepG2 3' region cDNA, clone hmd3a02 


0.21 


646 


XM 003799 


Homo sapiens protocadherin beta 10 (PCDHB 10), mRNA 


0.69 


647 


NC.001438 


Bean golden mosaic virus A component DNA, complete sequence 


0.66 


648 


AK013971 


Mus musculus. 13 days embryo head cDNA, RIKEN full-length 
enriched library, clone:3110001P07, full insert sequence 


2 


649 


AF078880 


V 

Prosimulium formosum dopa decarboxylase (DDC) gene, partial cds 


0.076 


650 


AJ009600 


Begonia taipeiensis rbcL promoter, clone 16320 


0.22 


651 


AF042834 


Homo sapiens phosphodiesterase delta subunit gene, exons 2, 3 and 4 


5.8 


652 


AF244214 


Dysdera ratonensis 16S ribosomal RNA gene, partial sequence 


0.075 


653 


XM 043252 


Homo sapiens PCAF associated factor 65 alpha (PAF65A), mRNA 


2E-33 
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654 


AF105116 


Streptococcus pneumoniae type 19C Cpsl9CR (cpsl9CR) gene, 
paruai cos, putative ongosaccnanae repeal unit iransponer ^cpsiycj^, 
UDP-N-acetyl glucosamine-2-epimerase (cps!9CK), and putative 

pIhpowI trancferaw* ^mclOPS^ opxxpk rnmnlptf* p-Hq* anrf clnf^> 


1 9 

1.7 


655 


AF1 81720 


xiumu bapiciib auaao \ts.\jz>) gene, coiupicie cus, diiu ivuzo \isx}x>) 

g^uv, jjai ucu ma 


\J.jLJ 


656 


AL392164 


riuiiutii ui\j\ sequence iroin cione ivri i-zojud on ciuuinosoine vv, 
complete sequence [Homo sapiens] 


0.0003 


657 




wryciuiagus luiulujuo ciuunuc ciidiinei \\^r i i\) iiixvin/v^ complete cus 


n ift 

U.lO 


658 


AF077821 


Canis familiaris inducible nitric oxide synthase mRNA, complete cds 


0.077 


659 




/vscons suum iniiuciionunon, complete genome 




660 


XM 003164 


Homo sapiens KIAA0218 gene product (KIAA0218), mRNA 


5.8 


661 




i .grauiia zi /g gene encoding zi /g proxein, complete cus 


AMI 


662 


BC004062 


Mus musculus, Similar to cofactor required for Spl transcriptional 
activation, suduiut o (/ /kl/), cione liVLAUii.jjyu^uy, uikna, paroai 
cds 


0.22 


663 


ArUU / IjZ 


riomo sapiens cione j.jd ji mniN/\ sequence 




666 


XM 007847 


Homo sapiens hypothetical protein from clone 24796 (LOC57146), 
mRNA 


5E-32 


667 


AE002755 


Drosopniia meianogaster genomic scanoia i42Uuuui33o553i, 
complete sequence 


5.8 


668 


U70780 


Clostridium botulinum unidentified protein P-48 gene, complete cds 
and neurotoxin binding protein gene, partial cds 


0.075 


669 


yviVI VZylJl 


riomo sapiens similar xo jsjaau / / j gene product \jti. sapiens ) 
n npom i ^ mRMA 

^LuV/7UllJ ) y IIlIVLN/\ 


X 


670 




Homo sapiens KIAA0001 gene product; putative G-protein-coupled 
receptor, G protein coupled receptor for UDP-glucose (KIAA0001), 


1 7 


671 


AF284881 


Carex pauciflora tRNA-Thr, partial sequence; trnT-trnL intergenic 
spacer, tRNA-Leu, and tnzL-trnF intergenic spacer, complGts 
sequence, anu uvLN/i*>iriic, partial sequence, cniorupiast genes lux 
chloroplast products 


1.6 


672 


NP OOnRI 


Placmirt r> AT .SftAO porYinlptp cpniiMir^ 
x I09UUU prVLrfJV/W, lAJiiiplcie aci^ucuwe 


6 1 


673 


AF081201 


Arabidopsis thaliana villin 1 (VLN1) mRNA, cbmplete cds 


0.21 


674 


AK023674 


Homo sapiens cDNA FLJ13612 fis, clone PLACE1010833, weakly 
similar to CALTRACTIN 


0.54 


675 


X60097 


Streptococcus sp. (group C) emm gene for M protein 


0.063 


676 


AF026087 


Schizosaccharomyces pombe Satl gene, partial cds 


0.22 


677 


X00117 


Galago Alu repeat type I, GAL9 


0.0001 


678 


AJ276629 


Rattus norvegicus Sacm21/RT1-A intergenic region, haplotype RTln 
and partial RT1-A gene for MHC Class I antigen 


1.9 


679 


AK021058 


Mus musculus adult male corpus striatum cDNA, RIKEN full-length 
enriched library, clone:C030009O12, full insert sequence 


0.23 
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680 


BC003727 


Mus musculus, Similar to Interleukin 1 alpha, clone MGC:5780 
MAGE:3599550, mRNA, complete cds 


1.9 


681 


XM_048261 


Homo sapiens similar to ring finger protein 23; RING-B box-coiled 
coil-B30.2 (M. musculus) (LOC92947), mRNA 


5E-18 


682 


XM 038154 


Homo sapiens Kl AA1016 protein (KIAA1016), mRNA 


0.23 


683 


XM 049918 


Homo sapiens similar to hypothetical protein MGC10940 (H. sapiens) 
(LOC93230), mRNA 


0 


684 


X14727 


Sheep beta-B globin gene 


0.68 


! 685 


AB052187 


Macaca fascicularis brain cDNA, clone:QnpA-12170 


0.024 


|_ 686 


AK004783 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 120001 5E14, full insert sequence 


5.8 


687 


AE002799 


Drosophila melanogaster genomic scaffold 142000013385566, 
complete sequence 


0.003 


688 


AF190395 


Corymbia calophylla tRNA-Leu and tRNA-Phe genes, partial 
sequence; chloroplast genes for chloroplast products 


1.9 


689 


U57896 


Candida albicans cytochrome C gene (CYC1) gene, complete cds 


0.22 


690 


AE006710 


Sulfolobus solfataricus section 69 of 272 of the complete genome 


2 


691 


AL392164 


Human DNA sequence from clone RP11-269L6 on chromosome X, 
complete sequence [Homo sapiens] 


0.0003 


692 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig 


0.008 


693 


Y13853 


Drosophila erecta clone Erl inactive Bari-1 family transposon 


0.16 


694 


AB022927 


Oryctolagus cuniculus HAC4 mRNA for hyperpolarization activated 
cation channel, complete cds 


0.66 


695 


AF307327 


Araraquara virus medium RNA segment, G1/G2 glycoprotein 
precursor gene, partial cds 


2 


696 


AF269369 


Staphylococcus epidermidis strain SRI clone step.l002g02 genomic 
sequence 


0.57 


697 


XM__043252 


Homo sapiens PCAF associated factor 65 alpha (PAF65A), mRNA 


2E-33 


698 


XM 008640 


Homo sapiens lethal giant larvae (Drosophila) homolog 1 (LLGL1), 
mRNA 


0.22 


699 


AC024829 


Caenorhabditis elegans cosmid Y55F3BM, complete sequence 


0.023 


700 


M83660 


Dictyostelium discoideum clathrin heavy chain (chcA) mRNA, 
complete cds 


1.9 


701 


X95481 


S.cerevisiae ARC1 gene 


1.9 


702 


AJ408897 


Homo sapiens chromosomal breakpoint fragment derivative 4, 
AF4/MLL fusion, patient UPN006 


4.9 


703 


AF1 10007 


Molgula oculata p68 RNA helicase (bobcat) and transcription factor 
(manx) genes, complete cds ' 


0.68 


704 


AL133339 


Human DNA sequence from clone RP4-807J1 on chromosome 20. 
Contains a GSS and a CpG island, complete sequence (Homo sapiens] 


2 


705 


U10116 


Human superoxide dismutase (SOD3) gene, complete cds 


0.23 


706 


AB037771 


Homo sapiens mRNA for KIAA1350 protein, partial cds 


0 
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707 


AF023840 


Homo sapiens natural killer group protein 2-A (NKG2-A) gene, 
complete cds 


0.68 


708 


U49023 


Tegeticula maculata extranea cytochrome oxidase subunit I, 
cytochrome oxidase subunit II genes, mitochondrial genes encoding 
mitochondrial proteins, partial cds, and tRNA-Leu gene, 
mitochondrial gene 


0.001. 


709 


XM 044768 


Homo sapiens similar to death receptor 6 (H. sapiens) (LOC92385), 
mRNA 


e-126 


710 


D50006 


Human DNA for alpha-platelet-derived growth factor receptor, exon & 
10 


2.1 


711 


Y14524 


Tetrahymena thermophila tRNA-Tyr gene, exons 1 and 2, clone 
pTetY2 


0.057 


712 


AL592159 


Human DNA sequence from clone RP13-237P14 on chromosome X, 
complete sequence Pomo sapiens] 


0.52 


713 


U88825 


HTV-1 isolate 92NG003 from Nigeria complete genome 


3.1 


714 


U05813 


Blastocrithidia culicis ATCC 30268 kinetoplast (MURF1) and 
apocytochrome B (cytB) genes, partial cds, and ATPase subunit 6 
(MURF4) gene, complete pre-RNA-edited DNA sequence 


0.23 


715 


AF048990 


Homo sapiens MutS homolog 5 (MSH5) gene, exons 1 1 and 12 


0.0009 


716 


AF3 17082 


Adoncholaimus thalassophygas isolate Sou39 large subunit ribosomal 
RNA gene, partial sequence; mitochondrial gene for mitochondrial 
product 


0.0008 


717 


AK013269 


Mus musculus 10, 1 1 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810439K08, full insert sequence 


0.024 


718 


L14769 


Physarum polycephalum cytochrome oxidase subunit 1 mRNA, 
complete cds; mitochondrial gene for mitochondrial product 


1.6 


720 


U45453 


Xenopus laevis transcription factor xGATA-4 mRNA, complete cds 


0.61 


721 


AF090432 


Danio rerio serrateB mRNA, complete cds 


0.075 


722 


M62504 


Spiroplasma citri fibril protein gene, complete cds 


0.024 


723 


AK000939 


Homo sapiens cDNA FLJ10077 fis, clone HEMBA1001864 


0 


724 


XM 032587 


Homo sapiens 2127 (KIAA1754), mRNA 


0.22 


726 


AF012899 


Sambucus nigra ribosome inactivating protein precursor mRNA, 
complete cds 


0.000001 


727 


S82175 


RAR-gamma 2.2=retinoic acid receptor gamma isofonn 2.2 
{alternatively spliced} [Xenopus laevis, embryos, stage 24, mRNA, 
2154 nt] 


0.008 


728 


AK002856 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610040A09, full insert sequence 


ft AA 




AF077828 


Oryctolagus cuniculus indolethylamine N-methyltransferase (INMT) 
gene, exon 3 and complete cds 


1.4 


730 


BC006633 


Mus musculus, Flt3 interacting zinc finger protein 1, clone 
MGC:7201 IMAGE:3482191, mRNA, complete cds 


1.3 


731 


AK024670 


Homo sapiens cDNA: FLJ21017 fis, clone CAE05907 


0.5 


732 


Z35823 


S cerevisiae chromosome n reading frame ORF YBL062W 


1.1 


| 733 


Z48636 


C.novyi gene for alpha-toxin 


0.065 
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734 


BCO08580 


Homo sapiens, clone IMAGE:4l79986, mRNA, partial cds 


0.71 


735 




T-Tnmn caniPTK lamin R1 ppnp pvnn 10 
jnuillU aaLJiwis laiiuii u A gwiic, vauai iu 


0.11 


736 


AF142372 


ajiohs ruquei uyiuLiiruiiic d gene, paruai eus, iimuiuuiiuiiai gene ivix 
mitochondrial product 


0.95 


737 


AT IU /*f J*f 


Wnmn cotvptic /*1onp cTi^99 titR^A cpniipnpp 
nuitiu adjJiciio ciuiic i>iyu.£z> iitr\j>r\ ac>L|uciiwc 


0.48 


738 


XMJ)10112 


Homo sapiens solute carrier family 6 (neurotransmitter transporter), 
member 14 (SLC6A14), mRNA 


0.5 ! 


739 


ArlooUO/ 


Arabidopsis thaliana clone AtDP5 isopentenyl 
pyrophosphatetdimethyllallyl pyrophosphate isomerase (ipiAt2) 
iilkin a, pamai cus 


1.6 


740 


Ay u j od 


A +VinKnnn TY\T A fftr VI *J nonp 

A.tnaiiana jjina ior 1 i j gene 


0.034 


741 




Vibrio cholerae chromosome I, section 2 17 of 25 1 of the complete 
enromosome 


0.18 


742 


Ar 236642 


Calothrix parietina clone 102-2A 16S-23S internal transcribed spacer, 
complete sequence, ana ikim A-ue ana iKNA-Aia genes, compieie 
sequence 


1 i 

A. A 


744 


AF107699 


Homo sapiens kjjnvjj proiem ^kijnijjj gene, paruai cus 


0 027 


745 


XM_035624 


Homo sapiens JsJaauo/o proiem (jviaaub /oj, uuuna 


^ 4 


746 


XM_001795 


Homo sapiens lamin d recepior iukin a 


0 IS 


747 


AF395180 


Panteliella bicolor cytochrome oxidase subumt I gene, partial cds;. 
mitochondrial gene for mitochondrial product 


0.093 


748 


Ar262633 


Homo sapiens clone wivjMo jNaii41o enromosome i-> pdraiogoua 
sequence vanani, genomic sequence 


0.27 


749 


AF086375 


Homo sapiens full length insert cDNA clone ZD68B12 


0.000003 


750 


AJ2710U2 


ivlus museums lrri/poz geneior irciuuraL»iuii/p»jz., vauus ± j 


0.8 


751 


AF063681 


Mus musculus type Xm collagen (coll3al) gene, exons 22-27 


0.53 


752 


A T 1 £L1 A 

ALU .3 1634 


caenornaDQius eiegans cosnua i jzjjizi^, luiiipicic bcqucuwc 


0.053 


753 


Y00165 


Sus scrofa mRNA for link protein 


0.065 


754 


AP000693 


Homo sapiens genomic L/jna, enromosome zxqzz.z, -r\-.xv lragmciu 
from BAC clone:KB739Cll, CBR1-HLCS region 


0.022 


755 


AK021335 


Homo sapiens cujna vl>) l m / j us, cione xicivLD/\iuui. / iz, 


0.064 


756 


AF305539 


Mus musculus B lymphocyte induced maturation protein 1 (Prdml) 
gene, exon <s ana compieie cas 


4E-12 


757 


■05493 


o.pomoe no message m uudiuinc pjuicui ^iiiiiu; gtnc, tumpitit 


0.55 


758 


AE001480 


Helicobacter pylori, strain J99 section 41 of 132 of the complete 
genome 


0.51 


759 


AF072685 


Bos taurus matrix metalloproteinase 13 (MMP13) mRNA, complete 
cds 


0.072 


760 


XM 038408 


Homo sapiens hypothetical protein FLJ11331 (FLJ11331), mRNA 


0.6 


761 


XM 04H48 


Homo sapiens hypothetical gene supported by AF037219 
(LOC91856), mRNA 


1.7 


762 


AF234897 


Haemulon plumieri Hpl224 NADH dehydrogenase I (ND-1) gene, 
complete cds; mitochondrial gene for mitochondrial product 


3 
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763 


NMJ)08399 


Mus musculus integrin, alpha E, epithelial-associated (Itgae), mRNA 


1.4 


764 


274898 


S.cerevisiae chromosome XV reading frame ORF YOL156w 


1.8 


765 


AF280812 


Glycine max putative Hslpro-l-like receptor mRNA, complete cds 


0.59 


766 


AB013615 


Broad bean wilt vims 2 genomic RNA »coniDlete senuence of RNA1 


0.68 


768 


AF079169 


Nicotiana tabacum feedback-insensitive anthranilate synthase alpha-2 
chain ( ASA2) eene nromoter reeion and STTTR 


5.9 


769 


ABO 14079 


Homo sapiens genomic DNA, chromosome 6p21.3, HLA class I 
recioiL Cosmid clone*TYlEl 1 comnlete* sermence 


0.007 


770 


XM 012336 


Homo sapiens MBEP protein (MBIP), mRNA 


0.0003 


771 


U41509 


CaenorhabditK eleeans cosrriid WO^Hl comnlete senuence 


0.18 


772 


U23478 


T")if tvrtQtplium riicrfnHpiiTn nhficnliJiti'rlvliTincitrtlwi ■5-rlir^lirtcnViat^ 

J^l^ljUolvIIUXU Ul&vUlUvUlLl pilUapilaUUjlinUMlUl^Tj J~UJ.pilUbpila.Lv J" 

kinase (PDC3) mRNA, partial cds 


0.00002 


773 




Arabidopsis thaliana genomic DNA, chromosome 5, genomic PCR 

nrnHnrt (TAAfiQ 




774 


AF1 15772 


T") Jin i 0 rprin hacir* lif»liY-1nr\r»«lipTiv trnt% cr^Wntifvri "fflP+rtT ^/ft*1 q frirfflsA 
i/<uuu icuu uaoiv iiciiA~iuup^uoujv Li alio vlipiiuii lawiui i>uiXa \iiuild7 

mRNA, complete cds 


0.2 


775 


XM 007458 


flUIllU bdpiCIlo Duly lalC ItSpUUbC XaClOX X vXT -rcSspOIloC Iavlur X J 

(BRF1), mRNA 


0.42 


776 


Lu J 1 7 J J 


Unman (eAcitiP 1 Tvj I nnrmnliT^il ^TYMA lifirflrv cprmPin^ 

XxUlliCLLl ^UUHt lAMi-> £,) llSJl lllcUJUbWU. Vl-'l^JTV UUi dl V 9V\|UwUuw x 




777 


D49711 


T^nrinlnc VitalfJimipncic (X> ciptvtlriii Y P <rranHiHpntatft^ Virttnt^ <y**tw» 
r up ui.ua r>Ji<n\aimciiaiD . mcuuiuu. w jt. giaiiuiuciitaui/ uuuiu gwiic 

for caffeic acid O-methyltransferase, complete cds (exonl-4) 


0.046 


778 




xvxaiiuuwci aw a la uiuLLnaot piv^uiaui gviiv, wiifpxviv luo 


0.05 


779 


AY008848 


TftaliiTiic iMin/^tofiic r'Trvnp 17*tvii— TTA/3 r^la'cc T Qtititypn <tpti a 
IWUUlUUo pillivldlUo UlUliC lUpil"U/V J iVJXlV^ vld2»a 1 allUgCll gwllC, 

complete cds 


0.015 


780 


AB048375 


OQprva rnnllfriflfia phlnrnnlatf mafFC P£*r»p for mAtiirflQe TC ccvmnlpte 
v/dwij'O uuui iv-i icxiicx viuuj upiaoL iitauv ^wtiv jua inaiLuaDv xv, wvuiipj&iw 

cds 


1.9 


781 


XM 010323 

J \-lV \ \J \_\J *J J** -J 


Homo saniens toll-like recentor 7 fTLR7^ mRNA 


0.21 


782 


X69121 


P falcinanim Pfero mRNA for heat shock orotein 


0.18 


783 


AE001570 


Helicobacter pylori, strain J99 section 131 of 132 of the complete 
genome 


0.05 


784 


M31756 


Human t(9;22) chromosome 9 breakpoint DNA 


0.77 


785 


M37889 


Staphylococcus aureus replication (rep), control of replication (cop), 
and resistance protein (QacC) genes, complete cds 


0.2 


786 


AF091326 


Plasmodium falciparum histone deacetylase (HDAC1) mRNA, 
complete cds 


0.19 


787 


Z74851 


S.cerevisiae chromosome XV reading frame ORF YOL109w 


0.2 


788 


Z85396 


Rsapiens Ig lambda light chain variable region gene (34-34SWIIF32) 
rearranged; Ig-Light-Lambda; VLambda 


0.56 


789 


AF075681 


Hemorrhagic enteritis virus hexon protein gene, partial cds 


2.1 


790 


AY029613 


Mus musculus GTP binding protein 3 gene, complete cds; nuclear 
gene for mitochondrial product 


5.8 


791 


NC.001338 


Sulfolobus virus 1, complete genome 


0.63 
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792 


U67563 


Methanococcus jannaschii section 105 of 150 of the complete genome 


0.11 


794 


U67549 


Methanococcus jannaschii section 91 of 150 of the complete genome 


0.21 


795 


AF293450 


Cards familiaris BPAGl-like gene sequence 


0.53 


. 797 


XM 029942 


Homo sapiens KIAA0877 protein (KIAA0877), mRNA 


1.4 


798 


BC009775 


Homo sapiens, Similar to hypothetical protein FU10842, clone 
MGC: 13398 1MAGE:4092662, mRNA, complete cds 


0.061 


799 


NM_008399 


Mus muscuhis integrin, alpha E, epithelial-associated (Itgae), mRNA 


0.24 


800 


NC_001733 


Methanococcus jannaschii small extra-chromosomal element, 
complete sequence 


2 


801 


Z98532 


S.pombe chromosome I cosmid clBl 


0.66 


802 


AL158132 


Human DNA sequence from clone RP3-323A24 on chromosome 4. 
Contains GSSs and a putative CpG island, complete sequence [Homo 
sapiens] 


0.003 


803 


XM_007847 


Homo sapiens hypothetical protein from clone 24796 (LOC57146), 
mRNA 


5E-32 


804 


XM 015759 


Homo sapiens hypothetical protein MGC2615 (MGC2615), mRNA 


1E-48 


805 


XM 003799 


Homo sapiens protocadherin beta 10 (PCDHB10), mRNA 


0.71 


806 


AF098697 


Mandarina mandarina from Anijima population 16S ribosomal RNA 
gene, mitochondrial gene encoding mitochondrial product, partial 
sequence 


0.086 


807 


AE007509 


Streptococcus pneumoniae section 192 of 194 of the complete genome 


1.6 


808 


AY035064 


Arabidopsis thaliana unknown protein (T20O10_100/AT3g63000) 
mRNA, complete cds 


0.2 


809 


AE000595 


Helicobacter pylori 26695 section 73 of 134 of the complete genome 


0.046 


810 


Z75093 


S.cerevisiae chromosome XV reading frame ORF YOR185c 


0.11 


811 


M30825 


Drosophila melanogaster ovarian tumor protein isoforms (otu) gene, 
complete cds, alternatively spliced 


0.11 


812 


Y17004 


Suberites domuncula mRNA for monoubiquitin 


0.005 


813 


BC005104 


Homo sapiens, Similar to RIKEN cDNA 5830420C20 gene, clone 
IMAGE:3633379, mRNA, partial cds 


1.7 


814 


XM 029941 


Homo sapiens cadherin-like 22 (CDH22), mRNA 


0.0006 [ 


815 


NM 003246 


Homo sapiens thrombospondin 1 (THBS1), mRNA 


0.23 


816 


U38414 


Cards familiaris junctional sarcoplasmic reticulum protein mRNA, 
complete cds 


0.21 


817 


XM 004000 


Homo sapiens chromodomain helicase DNA binding protein 1 
(CHDl),.mRNA 


0.63 


818 


AF006062 


Cryptococcus neoformans var. grubii strain H99 urease (URE1) gene, 
complete cds 


1.7 


819 


XM 018303 


Homo sapiens hypothetical protein FIJI 1565 (FLJ11565), mRNA 


0.07. 
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820 


AE001164 


Borrelia burgdorferi (section 50 of 70) of the complete genome 


1.6 


821 


AF022969 


Caenorhabditis elegans cosmid C29G2 


0.2 


822 


AK021462 


Homo sapiens cDNA FLJ11400 fis, clone HEMBA1000673 


1.6 , 


823 


Y10908 


B.cereus cysA and wapA genes 


0.0003 


824 


U36892 


Triticum aestivum clone AC29 microsatellite sequence ! 


3.4 


825 


AF258615 


Dictyosteliurn discoideum LagC protein (lagC) gene, complete cds 


0.011 


826 


Z99763 


Flaveria pringlei gdcsH gene 


0.023 


827 


X71543 


B.taurus microsatellite sequence INRA118 


7E-15 


828 


AF349526 


Arabidopsis thaliana putative 60S ribosomal protein (T6C23.18) 
mRNA, complete cds 


1.7 


829 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig 


0.007 


830 


XM 006470 


Homo sapiens radixin (RDX), mRNA 


2.4 


831 


AF191609 


Homo sapiens filamin (FLNB) gene, exon 21 


e-140 


832 


AF064754 


Homo sapiens nuclear inhibitor of protein phosphatase- 1 (PPP1R8) 
gene, exon 4 


5.5 


833 


NC 001438 


Bean golden mosaic virus A component DNA, complete sequence 


0.57 


834 


D14567 


Penicillium urticae mitochondrial 1-rRNA Oarge rRNA) gene and its 
flanking region 


0.23 


835 


AP000301 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:D16B8, complete sequence 


0.5 


836 


NM 014147 


Homo sapiens HSPC047 protein (HSPC047), mRNA 


1E-90 


837 


AF296100 


Porcine teschovirus strain DS 562/91 polyprotein gene, complete cds 


1.3 


838 


AK020740 


Mus musculus adult male spinal cord cDNA, RIKEN full-length 
enriched library, clone:A330106M24, full insert sequence 


1.6 


839 


XM 045585 


Homo sapiens hypothetical protein FLJ11085 (KIAA1434), mRNA 


3E-16 


840 


AF115104 


Homo sapiens glutaredoxin (GLRX) gene, exon 1 


1.3 


841 


AF094673 


Mus musculus Sosl gene, intron 


3E-26 


842 


AK025101 


Homo sapiens cDNA: FLJ21448 fis, clone COL04473 


5E-93 


843 


M85276 


Homo sapiens NKG5 gene, complete cds 


0.039 


844 


AK022390 


Homo sapiens cDNA FLJ12328 fis, clone MAMMA1002145 


0.018 


845 


AF269767 


Staphylococcus epidermidis strain SRI clone step.l023b06 genomic 
sequence 


0.47 


846 


NM 005916 


Homo sapiens minichromosome maintenance deficient (S. cerevisiae) 
7(MCM7),mRNA 


4.5 


847 


AF209976 


Rattus norvegicus stromal cell-derived factor 1 (SDF-1) mRNA, 
complete cds \ 


1.3 


848 


NM 017078 


Rattus norvegicus Acetylcholine receptor alpha 5 (Chrna5), mRNA 


0.95 


849 


AF269324 


Staphylococcus epidermidis strain SRI clone step.l002al2 genomic 
sequence 


0.16 
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850 


AK008669 


Mus musculus adult male stomach cDNA, RIKEN full-length 
enriched library, clone:2210008F06, full insert sequence 


4.3 


851 


XMJH4217 


Homo sapiens Ran binding protein 11 (LOC51194), mRNA 


0.44 


852 


XM 011510 


Homo sapiens CDC5 (ceU division cycle 5, S. pombe, homolog)-like 
(CDC5L), mRNA 


0.056 


853 


AF068574 


Arabidopsis thaliana ferulate-5-hydroxylase (F5H) gene, complete cds 


0.042 


854 


AE003072 


Drosophila melanogaster genomic scaffold 142000013386025, 
complete sequence 


1.4 


855 


AF159462 


Escherichia coli EHEC factor for adherence (efal) gene, complete cds 


0.42 


856 


AF1 10797 


Rattus norvegicus GABAB1 receptor (GABABR1) gene, exons 10 
through 20 and alternatively spliced products, complete cds 


1.6 


857 


AF3 19172 


Homo sapiens cGMP-specific phosphodiesterase type 5A (PDE5A) i 
gene, partial cds 


0.6 


858 


U90299 


Human chromosome 10 duplicated adrenoleukodystrophy (ALD) 
gene, 3* breakpoint sequence 


0.0000003 


859 


AL050065 


Homo sapiens mRNA; cDNA DKFZp566M043 (from clone 
DKFZp566M043) 


0.006 


860 


U32802 


Haemophilus influenzae Rd section 117 of 163 of the complete 
genome 


1.4 


861 


AK001127 


Homo sapiens cDNA FLJ10265 fis, clone HEMBB 1001014 


0.17 


' 862 


AB042995 


Plecoglossus altivelis DNA, microsatellite, clone:Pal-3* 


0.45 


863 


NM 004668 


Homo sapiens maltase-glucoamylase (alpha-glucosidase) (MGAM), 
mRNA 


0.001 


864 


NM 021697 


Rattus norvegicus neuronal potassium channel alpha subunit (Kv8.1), 
mRNA 


0.19 


865 


Z28173 


S cerevisiae chromosome XI reading frame ORF YKL173W 


0.035 


866 


XM 051783 


Homo sapiens hypothetical protein FLJ11712 (FU11712), mRNA 


1.1 


867 


X92498 


M.musculus fkh-6 gene 


0.99 


868 


XM 041339 


Homo sapiens similar to phosphodiesterase 4D interacting protein 
(myomegalin) (H. sapiens) (LOC91892), mRNA 


1.5 


869 


AL590401 


Human DNA sequence from clone RP11-466P12 on chromosome 6, 
complete sequence [Homo sapiens] 


0.16 


870 


Z68758 


Human DNA sequence from clone LL22NC03-85E10 on chromosome 
22 Contais GSSs, complete sequence [Homo sapiens] 


0.021 


871 


Z34916 


O.aries DNA for natural resistance associated macrophage protein 


4.6 


872 


NM 009253 


Mus musculus serine protease inhibitor-2 related sequence 1 (Spi2- 
rsl), mRNA 


1.5 


873 


AY024283 


Oryza sativa microsatellite MRG6608 containing (TGTA)X6, 
genomic sequence 


3.8 


874 


Z36108 


S.cerevisiae chromosome II reading frame ORF YBR239c 


1.6 


875 


XM 008791 


Homo sapiens hypothetical protein (LOC51320), mRNA 


0.14 
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876 


X89383 


R.norvegicus mRNA for SNFl-related kinase 


0.18 


877 


vu nrn V7R 
yvLVi uUij / o 


Hnmn carriers nn character! Ted hvoothalajnus DrOtelnHTOlO (HTOlU). 

LI UVTM/\ 


0 


879 




Wnmn ^aniens DKFZP434C153 nrotein (DKFZP434C153), mRNA 


0.003 


880 




Homo sapiens checkpoint with forkhead and ring finger domains 
rCHFR^ mRNA 


4E-27 


881 




Mprtpncipila liiQrhflni mitochondrion, comolete cenome 


2.1 


882 




TTitmon imTrmnrkdpflHpnr'v vims tvne 1 viral samnle LC01.DA11. V3 

I Cglull ^ ^ J 


0.019 


883 


AB011534 


Rattus norvegicus mRNA for MEGF8, partial cds 


0.19 


885 


AF364468 


Ciminn.Wnman immiinndpfiriPTicv viniQ clone 201/26\V 1 CnvelODC 

glycoprotein (env) gene, partial cds 


1.4 


886 


XM 005320 


xiomo sapiens cerovius i ^^ciiupua lacviaj iiuiiiuivjg ^v»joiv*nw juiui 
superfamily) (CER1), mRNA 


0.63 


887 




HnTYirk caniprn: rlnnp PTD-2333B13 complete SeOUenCC i 


0.024 


888 


NM 032394 


Mus musculus myosin VlTb (Myo7b), mRNA 


6.6 


889 


AF209448 


Borrelia hermsii plasmid cp32-like EcoRI-cut fragment #3 


1.8 


890 


AK008242 


Mus musculus adult male small intestine cDNA, RIKEN full-length 
enriched library, clone:2010015A19, full insert sequence 


0.065 


891 




Unmrk conipnc rirtnp i f\ TiHncnTnal TINA interffenic snaccr refinon. 

«nrti ol CPmiPTIPP 

pdrudi sctjuciiuc 


2 


892 


XM 047604 


Homo sapiens copropoxphyrinogen oxidase (coproporphyria, 
harderoporphyria) (CPO), mRNA 


0.22 


893 


Ar21 1 1 3d 


Carsonella ruddii natural-host Ctenarytaina eucalypti tryptophanyl- 
tKJN A syntneiase \irpoj gene, paruai cos, 100 nuubuiutu ^n, 

«Vi«pnmoi "DMA onri riViocnmal PMA apnes comnlete seauence* 
riDOSomai Ivlna, ana jo nuoaoiiiai ivin/\ gcuca, uuiiipi&it- a«iuwiws», 

troT»eoiHr»1<jc<» fial^ anH alVvl Tivdrnnproxide reductase sma1> 


0.2 


894 


A Vn/l'7^1 "5 

A i U4 OIJ 


Drncnrihila melanoeaster GH01880 full length cDNA 


8.8 


896 


AT 


Ti„mon t^xt A cp/TnPHfts A-Afu rlftrtp A 74 on chromosome 4 
riuman x^iva sequence iroiii ciuuc luj'jiJAxt uu wuiuuwowuiw -r. 

Contains GSSs and a putative CpG island, complete sequence [Homo 

canipnd 


0.0001 


897 


Z21978 


"R namic \/"vt9 RtiI opTip pTicndin^ TTivro<?inase thio&luCOSldC 

glucohydrolase 


1.4 


898 




T pcmlpntiim mRNA for 14-3-3 nroteiiL TFT6 


0.81 


899 


Z48930 


C.caldarium mitochondrial genes (lOkb) 


0.27 


900 


XM 038535 


Homo sapiens KIAA1074 protein (KIAA1074), mRNA 


0.4 


901 


AF016898 


Homo sapiens B-ATF gene, complete cds 


0.002 


902 


XM 051951 


Homo sapiens similar to PRO0097 protein (H. sapiens) (LOC93544), 
mRNA 


0.003 


903 


I X89383 


Knorvegicus mRNA for SNFl-related kinase 


0.23 


904 


AF056336 


Danio rerio bone morphogenetic protein 4 precursor (BMP4) gene, 
complete cds 


0.002 


905 


U34339 


Protopterus aethiopicus 28S ribosomal RNA gene, partial sequence 


1E-09 
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SEQID 
NO 
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P VALUE 


906 


XM_041974 


Homo sapiens hypothetical gene supported by AK025102 
(LOC91974), mRNA 


0.06 


907 


D14567 


Penicillium urticae mitochondrial 1-rRNA (large rRNA) gene and its 
flanking region 


0.26 


908 


AL035632 


Drosophila melanogaster BAC clone BACN32G11 


0.52 


909 


AF220354 


Drosophila melanogaster mitotic kinesin-like motor protein CENP- 
ana (cana) mRNA, complete cds 


0.86 


910 


U67484 


Methanococcus jannaschii section 26 of 150 of the complete genome 


2.6 


911 


Y13853 


Drosophila erecta clone Erl inactive Bari-1 family transposon 


0.17 


912 


AL137643 


Homo sapiens mRNA; cDNA DKFZp586A2324 (from clone 
DKFZp586A2324) 


1.3 


913 


AE006618 


Streptococcus pyogenes Ml GAS strain SF370, section 147 of 167 of 
the complete genome 


1.4 


914 


Z46663 


M.musculus DNA for growth hormone gene and promoter 


0.005 


915 


AF 197225 


Emericella nidulans TUPA (tupA) gene, complete cds 


0.65 


916 


L20594 


Human annexin in (ANX3) gene, exon 4 


0.028 


917 


AB040730 


Clostridium haemolyticum genes for 16S rRNA, tRNA-Ala, tRNA-De, 
23 S rRNA partial and complete sequence 


0.31 


918 


L10162 


Human variable number tandem repeat (VNTR) region, allele 13R4 3 1 
to collagen type II (COL2A1) gene 


0.19 


919 


L35061 


Bacteriophage phi-41 orfs Ll-12, complete cds's, oif 13, 5' end 


0.75 


920 


AK018618 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
library, clone:9130014E20, full insert sequence 


0.72 


921 


AC024865 


Caenorhabditis elegans cosmid Y74C10AL, complete sequence 


0.083 


922 


Z65965 


H saniens CnG island DNA genomic Msel fracmenL clone 69fi7 
reverse read cpg69g7.rtlb 


0.46 


923 


AF364335 

iii ****** 


Influenza A vims ( A/Goose/Guanedone/3/97fH5Niy) segment 6 
neuraminidase (NA) gene, complete cds 


0.46 


924 


M83534 


A.thaliana isocitrate lyase gene, 5* end 


0.003 


925 


AE001390 


Plasmodium falciparum chromosome 2 section 27 of 73 of the 
complete sequence 


0.0001 


926 


AK023864 


Homo sapiens cDNA FLJ13802 fis, clone THYRO1000186 


0 


927 


XM 010575 


Homo sapiens LOC87729 (LOC87729), mRNA 


1.3 


928 


L16771 


Drosophila simulans suppressor of forked (su(f)) gene sequence 


0.17 


931 


BC001815 


Homo sapiens, clone IMAGE:2989261, mRNA 


2E-33 


932 


BC008580 


Homo sapiens, clone IMAGE:4179986, mRNA partial cds 


1.4 


933 


D32063 


Human gene for 2-oxoglutarate dehydrogenase, exon 14, 15, 16, 17, 
18 and 19 sequence 


0.058 


934 


XM 028551 


Homo sapiens hypothetical gene supported by AK026706 
(LOC90063), mRNA 


0.003 


935 


M87298 


Chicken neuropeptide Y gene, exons 1-3 


2.1 


936 


AE006100 


Pasteurella multocida PM70 section 67 of 204 of the complete genome 


1.5 


937 


| L77040 


Homo sapiens (subclone 8_cl 1 from PI H22) DNA sequence 


9E-14 
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SEQID 
NO 
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DESCRIP 


P VALUE 


938 


AF016349 


Homo sapiens nexoianase l (HKl) gene, exon in ana exon i, 
alternatively spliced 


2 


939 


BC001393 


Homo sapiens, hypothetical protein, clone Mut. /ez 
IMA(jE:3051397, mRNA, complete cos 




940 


AK024092 


Homo sapiens cDNA FLJ14030 fis, clone HEMBA1004086 


0.025 


941 


AJ244013 


Ectromelia virus proviral spi-3 gene for serine proteinase inhibitor, 
strain Hampstead (egg) 


4.3 


942 


AK000184 


Homo sapiens cDNA FLJ20177 fis, clone COL09966, highly similar 
toY08136H 


0 


943 


U67528 


i 

Methanococcus jannascnii section 70 oi 151) or ine complete genome 


\J.LL 


944 


AF065599 


Schistosoma mansoni annexin mRNA, complete cds 


0.64 


945 


AK020851 


Mus musculus adult retina cDNA, RIKEN full-length enncnea 
library, clone: A93 00 13F10, full insert sequence 


z. / 


946 


AF067228 


Buchnera aphidicola bacterioferritin comigratoiy protein (bcp) gene, 
partial cds; chorismate synthase (aroC), ATP 
phosphoribosyltransferase (hisG), histidinol dehydrogenase (hisD), 
histidinolphosphate aminotransferase (hisQ, 
imidazoleglycerolphosphate> 


0.021 


947 


XM 049755 


Homo sapiens hypothetical gene supported by AL137578 
(LOC93193), mRNA 


A 1Q 


948 


Ml 4657 


Bovine thrombomodulin mRNA, 3 end 


n 004 




AF312917 


Plasmodium falciparum reticulocyte binding protein 2 homolog B 
gene, complete cds 


4.6 


950 


U13067 


Drosophila melanogaster Twin of m4 (Tom) gene, complete cds; and 
Brd gene, promoter region and 5TJTR, partial sequence 


O 095 


951 


ALH3476 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 




952 


XM 048492 


Homo sapiens talin 1 (TLN1), mRNA 


5E-50 


953 


M19686 


Bovine interstitial retinol binding protem (iKJor) mKrs a, 3 iianK 


fi OOO^ 


1 954 


M69188 


Cotton legumin A D-genome alloallele gene, complete cds 


0 079 


955 


AK016519 


Mus musculus adult male testis cDNA, RIKEN full-lengtn enncnea 
library, clone:4932411G06, full insert sequence 


0.65 


956 


X53545 


T. cruzi mRNA for SA85-1.1 protein 


O 09^ 


\ 957 


U67557 


Methanococcus jannaschii section 99 ol 15U oi tne complete genome 


O 015 


958 


AT. 1^6165 


Human DNA sequence from clone RP5-863M1 1 on chromosome 6, 
complete sequence [Homo sapiens] 


7E-12 


959 


AE006697 


Sulfolobus solfataricus section 56 of 272 of the complete genome 


2 


960 


AB056323 


Macaca fascicular^ brain cDNA, clone:QflA- 10392 


0.56 


961 


XM 015216 


Homo sapiens cytochrome b5 outer mitochondrial membrane 
precursor (CYB5-M), mRNA 


0.25 


962 


U88513 


Flexamia pyrops NADH dehydrogenase 1 gene, mitochondrial gene 
encoding mitochondrial protein, complete cds 


0.025 


963 


NM 007869 


Mus musculus DnaJ-like protein 1 (Dnajll), mRNA 


1.5 


964 


AE002349 


Chlamydia muridarum, section 76 of 85 of the complete genome 


0.51 
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965 


AF039714 


Caenorhabditis elegans cosmid T13E5 


1.8 


966 


AF111813 


Plasmodium falciparum 1-deoxy-D-xylulose 5-phosphate 
reductoisomerase (dxr) gene, complete cds 


1.3 


967 


AE000425 


Escherichia coli K12 MG1655 section 315 of 400 of the complete 
genome \ 


0.002 


968 


AF108658 


Homo sapiens p5327 mRNA, complete cds 


0.57 


969 


X82329 


A.hypogaea chi2.1 gene for chitinase (class II) 


3.6 


970 


AK026575 


Homo sapiens cDNA; FLJ22922 fis, clone KAT06722 


1.5 


971 


AB016605 


Bombyx mori gene for peptidoglycan recognition protein, complete 
cds 


0.0002 


972 


AB009629 


Avian rotavirus RNA for VP 1, complete cds 


1.4 


973 


AK020413 


Mus mus cuius 12 days embryo embryonic body between diaphragm 
region and neck cDNA, RIKEN full-length enriched library, 
clone:9430013L14, full insert sequence 


0.095 


974 


AF013754 


Gallus gallus transcription factor RREB-1 (rreb-1) mRNA, complete 
cds 


3.4 


975 


V01390 


Trypanosoma brucei kinetoplast DNA maxicircle fragment encoding 
two very small ribosomal RNAs, a 12S rRNA homologous to E.coli 
23 S rRNA and a 9S rRNA homologous to 16S rRNA 


0.18 


976 


AL112360 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.22 


977 


AF389904 


Danaus chrysippus orientis 12S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.022 


979 


X96999 


P.vulgaris YprlO gene 


1.5 


1 980 


AL1 10480 


Caenorhabditis elegans cosmid Y24F12A, complete sequence 


0.16 


981 


AJ387746 


Weldenia Candida chloroplast tRNA-Leu intron and trnL-F intergenic 
spacer 


1.8 


982 


AE001377 


Plasmodium falciparum chromosome 2, section 14 of 73 of the 
complete sequence 


0.002 


983 


U26946 


Gallus gallus inhibin beta A subunit mRNA, complete cds 


2.1 


984 


AC091651 


Homo sapiens clone RP11-17D6, complete sequence 


2E-76 


985 


AF143382 


Arabidopsis lyrata pistillata gene, complete cds 


0.02 


986 


Z29969 


E.histolytica plasmid genes for ribosomal RNA and hemolysins 
HLY1, HLY5mcl HLY5mc2 HLY4 


0.02 


987 


XM 001301 


Homo sapiens KIAA0469 gene product (KIAA0469), mRNA 


0.022 


988 


AB007638 


Bacillus subtilis genomic DNA containing gutA to cotA region, 48 
degree 


0.021 


989 


XM 012394 


Homo sapiens myosin IXA (MY09A), mRNA 


7E-09 


990 


AF258322 


Zenaida galapagoensis beta fibrinogen gene, intron 7 and partial cds 


5 


991 


XMJ)48778 


Homo sapiens similar to coagulation factor VIE, procoagulant 
component (hemophilia A) (H. sapiens) (LOC93021), mRNA 


0.73 


992 


AB056815 


Macaca fascicularis brain cDNA clone:QflA-15307, full insert 
sequence 


6.4 
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dJ-s\J ID 

NO 


ACCESSN 


DESOUP 


P VALUE 


993 


AJ403948 


Homo sapiens partial SLC22 A3 gene for organic cation transporter 3, 
exons 3-4 


0.008 


994 


AF069188 


Ephedras laevicollis NADH dehydrogenase 1 gene, mitochondrial 
gene encoding mitochondrial protein, partial cds 


0.082 


995 


AF282920 


Staphylococcus aureus quinone oxidoreductase and glycine betaine 
transporter genes, complete cds 


6.6 


996 


AB031325 


Homo sapiens gene for calcium-sensing receptor, exons, promoter 
region 


0.081 


997 


AE001421 


Plasmodium falciparum chromosome 2, section 58 of 73 of the 
complete sequence 


0.74 




AF323615 


Rattus norvegicus phosphoinositide-spetific phospholipase C epsilon 
mRNA, complete cds 


2.3 


OQO 


AF305103 


Picea abies clone 1PABC5D3 hypermethylated genomic sequence 


0.25 


1000 


AY022117 


Oryza sativa microsatellite MRG4442 containing (TC)X17, closest to 
marker RG450, genomic sequence 


0.7 


1UUI 


NM_023324 


Mus musculus pellino 1 (Pelil), mRNA 


0.26 


1002 


X06329 


Mouse repetitive sequence LIMd-F type 5 'end (1G-6) 


0.73 


IUUj 


AE001173 


Borrelia burgdorferi (section 59 of 70) of the complete genome 


0.24 


1004 


AK021535 


Homo sapiens cDNA FLJ11473 fis, clone HEMBA1001712 


0.25 


10U5 


U90529 


Plasmodium vivax SV-5 Pv200 high-binding region I gene, partial cds 


- 

0.24 [ 


lUUo 


XM_003560 


Homo sapiens MAD2 (mitotic arrest deficient yeast, homolog)-like 1 
(MAD2L1), mRNA 


4E-26 


1007 


AF3 15106 


Homo sapiens isolate HERV-H-PA9 long terminal repeat, partial 
sequence 


0.000001 


i nf\o 
lUUo 


U25177 


Helobdella robusta cyclin A mRNA, partial cds 


0.025 


1009 


NM 021401 


Mus musculus secreted and transmembrane 1 (Sectml), mRNA 


0.084 


1010 


AF339813 


Homo sapiens clone IMAGE:297403, mRNA sequence 


2 


lull 


AF020599 


Equus caballus insulin-like growth factor 2 (IGF2) gene, partial cds 


0.38 




BC001815 


Homo sapiens, clone IMAGE:2989261, mRNA 


7E-43 




AJ297945 


Frankia sp. ArD cryptic plasmid pFQ31 ORF AF, korSAF gene, ORF 
CrF, ORF DrF, repF gene, ORF FrF, ORF GF, ORF HF, ORF JF, 
ORF KrF, ORF LrF, ORF MF, ORF NrF, ORF OF, ORF PrF, parAF 
gene and ORF SrF 


* 

0.64 


1014 


Z71327 


S.cerevisiae chromosome XTV reading frame QRF YNL051w 


0.61 


' 1U1D 


XM 031156 


Homo sapiens hypothetical gene supported by AB007970 
(LOC90360), mRNA 


0.003 


1016 


XMJ)07274 


Homo sapiens hypothetical protein FLJ10242 (FLJ10242), mRNA 


0.029 


1017 


AE001495 


Helicobacter pylori, strain J99 section 56 of 132 of the complete 
genome 


0.076 


1018 


AK024606 


Homo sapiens cDNA: FLJ20953 fis, clone ADSE01979 


e-109 


1019 


AF049434 


Melaleuca lateritia 5S ribosomal RNA gene, partial sequence; and 5S 
ribosomal RNA intergemc spacer, complete sequence 


1.9 



253 



BNSDOC1D: <WO 0214500A2_L> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1020 


AF078543 


Pestivirus type 4 strain MN fetus polymerase (NS5b) gene, partial cds 


0.68 


1021 


M63636 


Streptococcus thermophilus beta-D-galactosidase QacZ) gene, 
complete cds 


0.6 


1022 


AJ270226 


Entodinium caudatum partial mRNA for putative glycosyltransferase, 
clone L48 


0.67 


1023 


M59429 


T. thermophila F-antigen (tfa) gene, complete cds 


0.009 


1024 


X77801 


S.beecheyi genomic DNA with direct repeats and integrated Hepatitis 
B virus 


1.9 


1025 


AL590109 


Human DNA sequence from clone RP1 1-405 J10 on chromosome 10, 
complete sequence [Homo sapiens] 


6E-84 


1026 


AF269904 


Staphylococcus epidermidis strain SRI clone step.!029hl0 genomic 
sequence 


0.076 


1027 


AL591343 


Human DNA sequence from clone RP1 1-260H5 on chromosome 6, 
complete sequence [Homo sapiens] 


0.22 


1028 


212986 


O.aries rearranged T-cell receptor delta 


0.78 


1029 


AY042836 


Arabidopsis thaliana Unknown protein mRNA, complete cds 


0.25 


1030 


X00117 


Galago Alu repeat type I, GAL9 


0.0001 


1031 


XM 015858 


Homo sapiens Werner syndrome (WEN), mRNA 


6.6 


1032 


M27444 


Bos taurus (clone pTKD7) dopamine and cyclic AMP-regulated 
neuronal phosphoprotein (DARPP-32) mRNA, complete cds 


0.63 


1033 


AF272852 


Arabidopsis thaliana beta 1,2-xylosyltransferase mRNA, complete cds 


0.77 


1034 


L08174 


Romanomermis culicivorax mitochondrial N ADH dehydrogenase 
subunits 6 and 3 (ND6, ND3) cytochrome P450-like protein genes, 
complete CDS 


0.084 


1035 


AF387598 


Nicotiana tabacum EPSP synthase 1 (EPSPS1) gene, partial cds 


0.007 


1036 


AF157094 


Sarcophilus harrisii mitochondrial DNA control region, partial 
sequence 


0.23 


1037 


XM 046761 


Homo sapiens hypothetical gene supported by AK000735 
(LOC92705), mRNA 


0.66 


1038 


AF348479 


Bos taurus myostatin gene, partial cds 


6.1 


1039 


XM 050269 


Homo sapiens solute carrier family 1 (glial high affinity glutamate 
transporter), member 3 (SLC1A3), mRNA - 


0.21 


1040 


AF164967 


Canine distemper virus strain A75/17, complete genome 


7.1 


1041 


AB028634 


Flammulina velutipes mitochondrial gene for RNA polymerase, DNA 
polymerase, complete and partial cds 


0.086 


1042 


AF3 12925 


Homo sapiens cryptic (CFC1) gene, complete cds 


0.000004 


1043 


U67596 


Methanococcus jannaschii section 138 of 150 of the complete genome 


0.26 


1044 


L04631 


Human cholesterol 7 alpha-hyroxylase (CYP7) gene, exon 3 


0.009 


1045 


U50336 


Mus musculus Ah receptor gene, promoter region and exon 1, partial 
sequence 


2.1 " 


1046 


AF105001 


Mus musculus Fabl098 immunoglobulin light chain variable region 
mRNA, partial cds 


0.8 
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NO 


ACCESSN 


DESCRIP 


P VALUE 


1047 


U55276 


Rattus norvegicus microtubule-associated protein IB gene, promoter 
region 


0.79 


1048 


AF056302 


Drosophila melanogaster eIF-2arpha kinase (GCN2) mRNA, complete 
cds 


0.63 


1049 


NC 001322 


Drosophila yakuba mitochondrion, complete genome 


0.24 


1050 


AF097036 


Oreina coerulea cytochrome oxidase subunit I gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.23 


1051 


L12148 


Pasteurella haemolytica-like sp. pllktC, pllktB, pllktD, and leukotoxin 
structural protein (pUktA) genes, complete cds 


0.21 


1052 


AB005153 


Mus musculus DNA for DNA dependent protein kinase catalytic 
subunit, exon 5, 6, 7 


0.006 


1053 


AF126733 


Brassica oleracea var. italica floral homeotic protein pseudogene, 
partial sequence 


2.1 


1054 


AF090900 


Homo sapiens clone HQ0189 PRO0189 mRNA, complete cds 


0.000001 


1055 


AJ223260 


Chromodoris purpurea mitochondrial COI gene, partial 


0.007 


1056 


AF089052 


Pseudoleistes virescens cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.77 


1057 


AL138748 


Human DNA sequence from clone RP4-732E19 on chromosome 
Xq21.1-21.33 Contains GSSs, complete sequence [Homo sapiens] 


0.59 


1058 


AL13276? 


Human DNA sequence from clone RP5-819L10 on chromosome 6ql2- 
13. Contains GSSs, complete sequence [Homo sapiens] 


5 


1059 


AF032670 


Lucilia cuprina Notch homolog (Scl) gene, exon B 


0.055 


1060 


AE001371 


Plasmodium falciparum chromosome 2, section 8 of 73 of the 
complete sequence 


0.062 


1061 


AY039845 


Arabidopsis thaliana Atlg35160/T32G9_30 mRNA, complete cds 


4.6 


1062 


AF365189 


Sindoropsis le-testui tRNA-Leu (trnL) gene, partial intron sequence; 
chloroplast gene for chloroplast product 


0.11 


1063 


U60591 


Drosophila melanogaster kuzbanian (kuz) mRNA, complete cds 


0.41 


1064 


AJ297052 


Homo sapiens SDS-stable vimentin-bound DNA fragment 
HEF42VIM12 


4E-09 


1065 


AB023191 


Homo sapiens mRNA for KIAA0974 protein, partial cds 


0.23 


1066 


AK021989 


Homo sapiens cDNA FLJ11927 fis, clone HEMBB 1000402 


0.33 


1067 


XM 038524 


Homo sapiens hypothetical protein FLJ23059 (FLJ23059), mRNA 


e-169 


1068 


XM 045967 


Homo sapiens estrogen receptor 1 (ESR1), mRNA 


4.9 


1 A<Q 


Ar3 54258 


Homo sapiens polynucleotide kinases-phosphatase (PNKP) gene, 
complete cds 


0.66 


1070 


AJ404320 


Posidonia oceanica medium repetitive sequence, clone pPopm6 


0.038 


1071 


NC 002756 


Mertensiella luschani mitochondrion, complete genome 


4.9 


1072 


Z68886 


Human DNA sequence from cosmid L21F12, Huntington's Disease 
Region, chromosome 4pl6.3 


2E-10 


1073 


AE001370 


Plasmodium falciparum chromosome 2, section 7 of 73 of the 
complete sequence 


0.025 
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bCA^ ID 

NO 


ACCESSN 


DESCRBP 


P VALUE 


1 til A 


XM 033521 


Homo sapiens hypothetical protein FLJ10357 (FLJ10357), mRNA 


1.5 




U02239 


Mycoplasma genitalium random genomic clone xd5, partial cds 


0.006 


lU/O 


AE006395 


Lactococcus lactis subsp. lactis IL1403 section 157 of 218 of the 
complete genome 


0.32 


1U77 


AY023826 


Oryza sativa microsatellite MRG6151 containing (ATAQX8, 
genomic sequence 


0.031 


1079 


X63213 


B.taurus CI-B12 mRNA for ubiquinone oxidoreductase complex 


7 


1 AOA 

1080 


AK021648 


Homo sapiens cDNA FLJ11586 fis, clone HEMBA1003720 


3E-13 


1081 


AF246689 


Dictyostelium discoideum ABC transporter mdrAl (MDRA1) and 
ABC transporter mdrA2 (MDRA2) genes, complete cds 


0.67 


1082 


AB016100 


Oryza sativa LINE retrotransposon, endonuclease region of RILN5 


0.068 


1083 


U93157 


Orestias species mitochondrial control region, allele SRT1, partial 
sequence 


6.9 


1084 


AF173373 


Caenorhabditis elegans transmembrane protein NDG-4 (ndg-4) 
mRNA, complete cds 


1.8 


1086 


AJ3 10640 


Turkey coronavirus genomic RN A for partial spike glycoprotein (s 
gene), 3a protein (gene 3), 3b protein (gene 3), E protein (gene 3) and 
partial M protein (gene 4), strain turkey/UK/4 12/00 


2 


1087 


M21953 


Duck hepatitis B virus, complete genome 


0.086 


1088 


AF332583 


Homo sapiens stratum corneum chymotryptic enzyme (KLK7) gene, 
complete cds, alternative transcripts 


2.1 


1089 


AY037894 


Glomus intraradices phosphate transporter mRNA, partial cds 


0.084 


1091 


NM 020078 


Rattus norvegicus a disintegrin and metalloproteinase domain 1 
(fertilin alpha) (Adaml), mRNA 


0.51 


1092 


AF282531 


Homo sapiens clone 18qtel_c30t7 sequence 


0.003 


1093 


AF324424 


Ichthyophthirius multifiliis immobilization antigen isoform (IAG52A) 
gene, complete cds 


0.56 


1094 


AJ404320 


Posidonia oceanica medium repetitive sequence, clone pPopm6 


L 0075 


1096 


Z46803 


V.narbonensis mRNA for legumin A precursor 


2.2 


1097 


XM 050195 


Homo sapiens similar to hypothetical protein FLJ14751 (H. sapiens) 
(LOC93274),mRNA 


5.7 


1098 


AJ246004 


Homo sapiens RET gene, 5' genomic fragment 


0.00004 


1099 


AY031051 


HIV-1 isolate NC4057-1999 from USA pol polyprotein (pol) gene, 
partial cds 


0.23 


1100 


AE002146 


Ureaplasma urealyticum section 47 of 59 of the complete genome 


0.26 




Z23650 


H, sapiens (D1S436) DNA segment containing (CA) repeat; clone 
AFM217zc3; single read 


0.001 


1102 


D73382 


Sugarbeet mitochondrial gene for ORFB, complete cds 


0.73 


1103 


U67503 


Methanococcus jannaschii section 45 of 150 of the complete genome 


0.69 


1104 


AL590376 


Human DNA sequence from clone RP1 1-22P2 on chromosome Xq23- 
24, complete sequence [Homo sapiens] 


0 


1106 


D 14636 


Mouse mRNA for PEBP2al protein, complete cds 


0.61 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1107 


Y14622 


Mus musculus Tnfr2 gene, exon 4 to exon 8 


0.71 


1108 


AF130049 


Homo sapiens clone FLB3411 PRO0852 mRNA, complete cds 


0.065 


1109 


AJ011009 


Glycine max cytosolic glutamine synthetase (gsl5) gene promoter 


0.007 


1110 


XM 043523 


Homo sapiens Rho guanine exchange factor (GEF) 11 (ARHGEF11), 
mRNA 


0.7 


1111 


Z77974 


Ksapiens flow-sorted chromosome 6 Hindin fragment, SC6pA5D12 


0.001 


1112 


AJ002513 


Schizosaccharomyces pombe cmbl gene 


8.2 


1113 


AF098878 


Homo sapiens APAF1 gene, exons 6 and 7 


1.9 


1114 


M14080 


Herpesvirus saimiri thymidylate synthase gene, complete cds 


0.023 


1115 


U44838 


Glycine max extensin (SbHRGP3) gene, complete cds 


0.76 


1116 


Y15491 


Pongo pygmaeus gene encoding fertilin alpha 


2.1 


1117 


U43145 


Plasmodium chabaudi reoeat orffanellar "nrotein eene comnletc cAs 


0.25 


1118 


Z81524 


Caenorhabditis elegans cosmid F32H5, complete sequence 


0.009 


1119 


AF052957 


Homo sapiens type XV collagen (COL15A1) gene, exons 3 and 4 


2.2 


1120 


U67523 


Methanococcus iannaschii section 65 of 150 of the comolete Pennine 


0.001 


1121 


AL121807 


S combe chromosome ITT cosmid el 32 


ft 19 

v. 1-7 


1122 


X59280 


S.douglasii gene for cytochrome b 


0.29 


1123 


XMJ)30915 


Homo saniens KIAA0673 orotein dQAA0673^ mRNA 


5E-19 


1124 


X99254 


P.falciparum gene encoding primase, small subunit 


0.084 


1125 


AC004214 


Homo saniens clone UWGC*m32aeaD from 6d21 comolete seouence 


0 009 


1126 


AF061244 


Agrocybe aegerita B type DNA polymerase (Mtpol) gene, complete 
cds* tRNA-Asn £?ene comolete semtence* and linlmown jypnes 
mitochondrial genes for mitochondrial products 


0.001 


1127 


AK001125 


Homo sapiens cDNA FU10263 fis, clone HEMBB 1000991 


o 


1128 


L41046 


Pisum sativum endo-l,4-beta-glucanase (EGL1) gene, complete cds 


0.0001 


1129 


XM 008099 


Homo sapiens integrin, alpha L (antigen CD1 1 A (pi 80), lymphocyte 
function-associated antigen 1; alpha polypeptide) (ITGAL), mRNA 


V 

2E-18 


1130 


AE000049 


Mycoplasma pneumoniae M129 section 31 of 63 of the complete 
genome 


0.75 


1131 


AY019627 


Oryza sativa microsatellite MRG1952 containing (AT)X40, closest to 
marker L128, genomic sequence 


0.024 


1132 


Z46383 


Bovine herpesvirus type 4 DNA for nonconserved region A 


4.3 


1133 


Y07893 


S.cerevisiae DNA fragment, right arm of chromosome VII 


4.2 


1134 


XM 040867 


Homo sapiens sperm acrosome associated 1 (SPACA1), mRNA 


0.003 


1135 


XM 038693 


Homo sapiens solute carrier family 9 (sodium/hydrogen exchanger), 
isoform 2 (SLC9A2), mRNA 


2 


1136 


NM 033074 


Mus musculus DNA segment, Chr 15, Wayne State University 59, 
expressed (D15Wsu59e), mRNA 


0.64 
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SEQE) 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1137 


M97168 


Homo sapiens X (inactive)-specific transcript (XIST) complete exon 


3.4 


1138 


D13973 


Dictyostelium discoideum DNA for Dp87 protein, complete cds 


0.075 


1139 


AF303254 


Caenorhabditis elegans gene XL153 mRNA, complete cds 


2 


1140 


AB009926 


Cyphonocerus ruficollis mitochondrial DNA for 16S rRNA, partial 
sequence 


0.24 


1141 


NC 002660 


Cochliomyia hominivorax mitochondrion, complete genome 


0.0009 


1142 


AL096756 


Human DNA sequence from clone RP3-477J10 on chromosome 
22ql3. 3 1-13.33 Contains a GSS, complete sequence [Homo sapiens] 


0.26 


1143 


XM 031937 


Homo sapiens hypothetical protein FLJ1 1 183 (FLJ1 1 183), mRNA 


2.2 


1144 


AE003025 


Drosophila melanogaster genomic scaffold 142000013385389, 
complete sequence 


0.22 


1145 


Z11702 


V.faba mRNA for polyphenol oxidase 


, 0.76 


1146 


XM 049924 


Homo sapiens calcium binding protein 5 (CABP5), mRNA 


5.6 


1147 


XM 047707 


Homo sapiens KIAA1265 protein (KIAA1265), mRNA 


1.6 


1148 


AY005256 


Xylocopa erythrina cytochrome b (cytb) gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.086 


1151 


Z96619 


H.sapiens telomeric DNA sequence, clone 7PTEL026, read 
7PTELOO026.seq 


9E-34 


1152 


AJ001677 


Branchiostoma floridae mRNA for phenylalanine hydroxylase, partial 


0.067 


1153 


J03252 


Human alkaline phosphatase (ALPP) gene, complete cds 


0.65 


1154 


AK007179 


Mus museums adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1700 112J16, full insert sequence 


0.24 


1155 


AK004093 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1110034K09, full insert sequence 


6.7 


1156 


AF370142 


Arabidopsis thaliana unknown protein (T5I7.1/At2g39710) mRNA, 
complete cds 


1,7 


1157 


AF053649 


Homo sapiens cellular apoptosis susceptibility protein (CSE1) gene, 
exons 15 and 16 


0.006 


1158 


AL080199 


Homo sapiens mRNA; cDNA DKFZp434E082 (from clone 
DKFZp434E082) 


0.081 


1159 


AF267225 


Candidatus Carsonella ruddii natural-host Tainarys sordida ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (arpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


0.15 


1160 


AE000654 


Helicobacter pylori 26695 section 132 of 134 of the complete genome 


0.51 


1161 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17001 12 J16, full insert sequence 


0.25 


1162 


NM 008787 


Mus musculus pericentrin (Pent), mRNA 


1.7 


1163 


AK024592 


Homo sapiens cDNA: FLJ20939 fis, clone ADSE01583 


0.077 


1164 


D13197 


Mouse gene for immunoglobulin diversity region Dl 


0.076 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1 165 

A 1U J 


AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the 
complete sequence 


0.073 


1 ^f^f> 
iiDO 


X68360 


Mfascicularis gene for apolipoprotein A-II 


0.0009 


1167 


X73032 


B.juncea ribosomal intergenic spacer • 


0.023 


1168 


XM 037745 


Homo sapiens hypothetical gene supported by AL137266 
(LOC91332), mRNA 


0.21 


1169 


NM 017755 


Homo sapiens hypothetical protein FLJ2O303 (FLJ20303), mRNA 


0.58 


I T7A 

II /U 


XMJ)45819 


Homo sapiens cofilin 2 (muscle) (CFL2), mRNA 


2 


11/1 


AE006349 


Lactococcus lactis subsp. lactis IL1403 section 111 of 218 of the 
complete genome 


0.12 


11 11 


XM 030637 


Homo sapiens G protein-coupled receptor kinase 7 (GPRK7), mRNA 


1.6 


1173 


AK017298 


Mus musculus 6 days neonate head cDNA, RIKEN full-length 
enriched library, clone:5430411K23, full insert sequence 


0.18 


1174 


AF154915 


Homo sapiens transcription factor HOXD12 (HOXD12) and 
transcription factor HOXD1 1 (HOXD1 1) genes, complete cds 


6.52 


1175 


AF143066 


Lepidopilum scabrisetum ribosomal protein system 4 (rps4) gene, 
partial cds 


0.51 


1176 


AL391814 


Human DNA sequence from clone RP11-49A4 on chromosome 6, 
complete sequence [Homo sapiens] 


0.06 


1177 


AF003511 


Toxoneuron sp. 16S ribosomal RNA gene, partial sequence 


0.0000001 


1178 


AK022350 


Homo sapiens cDNA FLJ12288 fis, clone MAMMA1O01783 


0.00002 


lloU 


AF307986 


Mus musculus small inducible cytokine A21b (Scya21b) gene, 
complete cds 


0.021 


1181 


NM_022242 


Rattus norvegicus niban protein (Niban), mRNA 


5 


1 1 

lloZ 


Z57380 


H.sapiens CpG island DNA genomic Msel fragment, clone 173c2, 
forward read cpgl73c2itla 


0.13 


1183 


XM 043937 


Homo sapiens hypothetical protein MGC13033 (MGC13033), mRNA 


6.4 


1154 


L15439 


Geukensia demissa neuropeptide mRNA, complete cds 


0.24 


1185 


AJ251399 


Proechimys cayennensis mitochondrial cytb gene for cytochrome b 
(specimen voucher V-815) 


0.7 


1 1 O/C 
lloO 


U00053 


Caenorhabditis elegans cosmid K03F8 


0.62 


llo/ 


J00277 


Human (genomic clones lambda-[SK2-T2, HS578T]; cDNA clones 
RS-[3,4, 6]) c-Ha-rasl proto-oncogene, complete coding sequence 


7E-55 


1 1 QO 

iisy 


X70677 


Xlaevis XFG 5-1 mRNA for zinc finger protein 


0.23 


1190 


AJ223323 


Saccharomyces cerevisiae mitochondrial tRNA-Tyr, tRNA-Asn, & 
tRNA-Met genes 


0.083 


1191 


XM_030479 


Homo sapiens KIAA1462 protein (KIAA1462), mRNA 


0.76 


1192 


AK016425 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4931403E03, full insert sequence 


0.00003 


1193 


AF092854 


Saguinus mystax visual pigment gene, P562 allele, intron 4 


0.0001 


1194 


AC025732 


Homo sapiens BAG clone RP11-116J19 from Y, complete sequence 


1.7 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1195 


AE002177 


Chlamydophila pneumoniae AR39, section 13 of 94 of the complete 
genome 


0.011 


1196 


M94732 


Plasmodium falciparum 15 kDa vesicular-like antigen gene, exons 1 
through 4 


0.009 


1197 


X76311 


H. sapiens endothelial nitric oxidase synthase gene, exons 15 and 16 


0.6 


1198 


L81756 


Homo sapiens (subclone lj*5 from PI H16) DNA sequence, complete 
sequence 


0.061 


1199 


Z82625 


R.prowazekii genomic DNA fragment (clone A396F) 


0.76 


1200 


XM 012528 


Homo sapiens protein kinase C, beta 1 (PRKCB1), mRNA 


2.1 


1201 


M27082 


S.cerevisiae GCN2 gene (which couples GCN4 expression to amino 
acid availability), complete cds 


0.21 


1202 


AK007856 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone: 18 10054D07, full insert sequence 


6E-73 


1203 


M69188 


Cotton legumin A D-genome alloallele gene, complete cds 


0.076 


1204 


AB043132 


Thurmus thynnus DNA, rnicrosatellite Ttho-6*, partial sequence 


0.001 


1205 


AFO 19084 


Homo sapiens keratin 2e (KRT2E) gene, complete cds 


6 


1206 


U32784 


Haemophilus influenzae Rd section 99 of 163 of the complete genome 


0.026 


1207 


XM_004699 


Homo sapiens ubiquitin-conjugating enzyme E2H (homologous to 
yeast UBC8) (UBE2H), mRNA 


2 


1208 


AF375643 


Pongo pygmaeus HERV-K-GC1 preintegration site sequence 


2.2 


1209 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17001 12 J16, full insert sequence 


0.22 


1210 


AF182214 


Glycine max glutamine synthetase gamma 2 subunit gene, 5-flanking 
region and partial cds 


0.23 


1211 


AF170224 


Alloplectus meridensis ribulose 1,5-bisphosphate carboxylase large 
subunit gene, partial cds; chloroplast gene for chloroplast product 


6.5 


1212 


NM_022978 


Homo sapiens small EDRK-rich factor IB (centromeric) (SERF1B), 
mRNA 


0.23 


1213 


U17787 


Gromphadorhina portentosa mitochondrion 16S ribosomal RNA, 
partial sequence 


0.027 


1214 


AF144086 


Papio hamadryas anubis chromosome 13 repeat region 


0.25 


1215 


XM010106 


Homo sapiens DKFZP586N0819 protein (DKFZP586N0819), mRNA 


0.73 


1216 


AF198964 


Arabidopsis thaliana ATP sulmrylase gene, complete cds 


0.072 


1217 


AJ298866 


Xenopus laevis mRNA for winged helix transcription factor (foxd3b 
gene) 


0.2 


1218 


AF069111 


Uroleucon obscurum large subunit ribosomal RNA gene, partial 
sequence; tRNA-Val gene, complete sequence; and small subunit 
ribosomal RNA gene, partial sequence 


0.003 


1219 


X16715 


D. melanogaster gene for chorion protein sl6 


0.23 


1220 


AF245117 4 


Mus musculus leukocyte cell-surface molecule (Ly9) gene, exon 1 


0.024 
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SEQID 
NO 


AfVPGCXT 


DJESCRIP 


P VALUE 


1221 


ArUUlilU 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone:MU022 


0.23 


1222 


AF092375 


Rivulus gransabanae tRNA-Ile, tRNA-Gln, and tRNA-Met genes, 
complete sequence; NADH dehydrogenase subunit D gene, complete 
cds; tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr 
genes, complete sequence; and cytochrome c oxidase subunit I gene, 
par> 


0.26 


1223 


U84864 


HIV-1 strain M14 from USA, envelope glycoprotein (env) gene, 
partial cds 


0.76 


1224 


XM 051684 


Homo sapiens similar to estrogen-related receptor alpha; estrogen 
receptor-like 1 (H. sapiens) (LOC93491), mRNA 


0.57 


1225 


AF282391 


Cucumis sativus clone B99 mitochondrial genomic sequence 


2.2 


1226 


AK026459 


Homo sapiens cDNA: FU22806 fis, clone KAIA2845 


0.024 


1227 


AJ003131 


Spodoptera littoralis nuclear polyhedrosis virus fgf, egt genes and 3 
ORFs 


0.022 


1228 


XM_028308 


Homo sapiens helicase-moi (KIAA0928), mRNA 


1.8 


1229 


AF219168 


Fritillaria camtschatcensis clone cam36 retrotransposon Tfctpartial 
sequence 


2 




AF325699 


Homo sapiens ataxia-telangiectasia and Rad3 related protein (ATR) 
gene, partial cds, alternatively spliced 


0.069 


1231 


AE007433 


Streptococcus pneumoniae section 1 16 of 194 of the complete genome 


7.9 


1232 


XM 007429 


Homo sapiens CGI-35 protein (LOC51077), mRNA 


1E-08 




AF021084 


Dianous nitidulus cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.07 


1234 


Z97349 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
*** from contig 3-06, complete sequence 


2.1 




XMJ)38588 


Homo sapiens like-glycosyltransferase (LARGE), mRNA 


5.5 


1XJU 


X95276 


P.falciparum complete gene map of plastid-like DNA (IR-B) 


0.008 


1237 


U88570 


Drosophila melanogaster CREB-binding protein homolog mRNA, 
complete cds 


1.7 


1238 


AK024332 


Homo sapiens cDNA FLJ14270 fis, clone PLACE1004491 


0.68 




AC006678 


Caenorhabditis elegans cosmid R05G9, complete sequence 


1.8 


1240 


AF250958 


Lycopersicon esculenrum peptide deformylase-like protein mRNA, 
complete cds 


0.076 


1241 


JVLZOtOU 


Human islet amyloid polypeptide (hIAPP) gene, complete cds 


1 0 

1.7 


1242 


XM_037062 


Homo sapiens DKFZP564G202 protein (DKF2P564G202), mRNA 


0.61 


1243 


AE003025 


Drosophila melanogaster genomic scaffold 142000013385389, 
complete sequence 


0.027 


1244 


U39701 


Mycoplasma genitalium section 23 of 51 of the complete genome 


2.1 


1245 


AE000036 


Mycoplasma pneumoniae M129 section 44 of 63 of the complete 
genome 


8.2 


1246 


AE000830 


Methanobacterium thermoautotrophicum from bases 394245 to 
404874 (section 36 of 148) of the complete genome 


0.67 
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SEQID 
NO 


ACCESaN 


DESCRIP 


P VALUE 


1247 


A T *> fOAC 1 

AL3 58951 


Human DNA sequence from clone RP3-456L16 on chromosome 6, 
complete sequence [Homo sapiens) 


0.64 


1248 


XM_045757 


Homo sapiens chloride channel 4 (CLCN4), mRNA 


0.56 


1249 


U59683 


Nicotiana tabacum squalene synthase (TSS) gene, complete cds 


0.005 


1250 


AK010434 


Mus musculus ES cells cDNA, RIKEN full-length enriched library, 
clone:2410006O21, full insert sequence 


4.9 


1251 


XM 045757 


Homo sapiens chloride channel 4 (CLCN4), mRNA 


0.61 


1252 


AE000717 


Aquifex aeolicus section 49 of 109 of the complete genome 


0.024 


1253 


AC024780 


Caenorhabditis elegans cosmid Y43B1 1 AR, complete sequence I 


0.027 


1954 


AF343030 


Human herpesvirus 7 isolate CR18 glycoprotein H gene, complete cds 


0.009 


1255 


AK022153 


Homo sapiens cDNA FLJ12091 fis, clone HEMBB1002582 


0.0000001 


19^6 

1Z JO 


AF309947 


Dictyostelium discoideum RaclA (racl A) gene, complete cds; and 
unknown gene 


0.009 


1957 
1ZJ / 


AB051519 


Homo sapiens mRNA for KIAA1732 protein, partial cds 


0.25 


1958 


AC006681 


Caenorhabditis elegans clone R13H9, complete sequence 


2.2 


1260 


Y11648 


Campylobacter jejuni waaC, galE, wla|B,C,D,E,F,G,H,IJ^,M], 
cheY genes and orfl 


0.25 


1961 

J.ZU1 


AB009592 


Oryza sativa gene for cytosolic glutathione reductase, complete cds 


2.1 


1262 


X83997 


C.parasitica eapC gene 


0.22 




AJ404320 


Posidonia oceanica medium repetitive sequence, clone pPopm6 


0.034 


1264 


AF038620 


Caenorhabditis elegans cosmid H10D12 


0.063 


AZOJ 


U05822 


Human proto-oncogene BCL3 gene, exon 2 


0.0000001 


1ZOO 


Z79343 


H. sapiens flow-sorted chromosome 6 TaqI fragment, SC6pA4G2 


0.13 


1967 
1ZO / 


S60289 


LeB4=legumin {5* region} [Vicia feba, Genomic, 1222 nt] 


0.0003 


1268 


AE006303 


Lactococcus lactis subsp. lactis IL1403 section 65 of 218 of the 
complete genome 


1.9 


1269 


AE001410 


Plasmodium falciparum chromosome 2, section 47 of 73 of the 
complete sequence 


0.008 


1 970 
1Z / v 


X96972 


D.buzzatii copia element DNA 


0.2 


1271 


AB042973 


Nicotiana tabacum wizz gene, 5' flanking region, partial cds 


0.073 


1979 
1Z /Z 


Z95309 


Caenorhabditis elegans cosmid H36L18, complete sequence 


3.5 


197^ 
1Z / J 


AF091745 


Homo sapiens exonuclease I (EXOI) gene, exon 5 


0.2 


1974 

1Z /Hr 


Ar 3 86945 


Arabidopsis thaliana Rubisco subunit binding-protein beta subunit 
(15A14.11) mKNA, complete cos 


ft 7 


1275 


AF269376 


Staphylococcus epidermidis strain SRI clone step.l002h01 genomic 
sequence 


0.076 


1276 


AK012864 


Mus musculus 10, 1 1 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810036115, full insert sequence * 


0.028 


1277 


Z74204 


S.cerevisiae chromosome IV reading frame ORE YDL156w 


0.18 


1278 


AB049851 


Macaca fascicularis brain cDNA, clone;QnpA-18831 


2E-91 


1279 


AE001761 


Thermotoga maritima section 73 of 136 of the complete genome 


0.19 


1280 


AE002102 


Ureaplasma ureaJyticum section 3 of 59 of the complete genome 


5.5 


1281 


AK021982 


Homo sapiens cDNA FLJ1 1920 fis, clone HEMBB10003 12 


0.006 
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NO 


ACCESSN 


DESCRIP 


P VALUE 




AE007504 


Streptococcus pneumoniae section 187 of 194 of the complete genome 


1 0.21 




X79095 


F.trinervia pdk gene for pyruvate,orthophosphate dikinase 


0.22 . 




AE007413 


Streptococcus pneumoniae section 96 of 194 of the complete genome 


1.7 


1285 


AB050513 


Macaca fascicularis brain cDNA, clone:QnpA-17049 


0.41 


1ZOO 


AF339809 


Homo sapiens clone MAGE:274150, mRNA sequence 


0.52 


1 


AF074991 


Homo sapiens full length insert cDNA YH88A03 


4E-09 


IZoo 


AF277581 


Campostoma anomalum microsatellite CA9 sequence 


1.6 




AF035245 


Bacillus lynceonim strain pVIL31 Bag320 satellite DNA 


0.23 


1291 


AF298208 


Dictyostelium discoideum transposon thug-T, complete sequence 


0.028 


1292 


AL133656 


Homo sapiens mRNA; cDNA DKFZp434O2017 (from clone 
DKFZp434O2017) 


0.021 




AK024666 


Homo sapiens cDNA: FLJ21013 fis, clone CAE05223 


9E-34 


1294 


U55367 


Caenorhabditis elegans cosmid C55H1, complete sequence 


2.1 


1295 


X16715 


D. melanogaster gene for chorion protein sl6 


0.25 




AC001080 


Homo sapiens (subclone 3_g7 from PAC H74) DNA sequence, 
complete sequence 


0.69 


1297 


XM 051200 


Homo sapiens hypothetical protein MGC5 149 (MGC5 149), mRNA 


0.58 


1298 


AE000016 


Mycoplasma pneumoniae M129 section 1 of 63 of the complete 
genome 


0.026 


1299 


AF264059 


Homo sapiens RAPD fragment lost in a grade 2 astrocytoma 


0.73 




AE002308 


Chlamydia muridarum, section 39 of 85 of the complete genome 


0.078 


1301 


U58745 


Caenorhabditis elegans cosmid C10G6, complete sequence 


0.26 


1302 


XM 007768 


Homo sapiens KIAA1018 protein (KIAA1018), mRNA 


2.2 


1303 


AC000102 


Homo sapiens Chromosome 22qlL2 BAC Clone 60b5 In GNAZ-BCR 
Region, complete sequence 


0.17 


1304 


AF338734 


Homo sapiens hypothetical PHD zinc finger protein XAP135 
pseudogene, complete sequence 


2.3 




AF211141 


Carsonella ruddii natural-host Pachypsylla celtidis tiyptophanyl-tRNA 
synthetase (trpS) gene, partial cds; 16S ribosomal RNA, 23S 
ribosomal RNA, and 5S ribosomal RNA genes, complete sequence; 
transaldolase (tal) and alkyl hydroperoxide reductase small > 


0.087 


1306 


L81391 


Homo sapiens (subclone 2_a6 from PI H39) DNA sequence, complete 
sequence 


0.18 


1307 


AB013613 


Oryza sativa DNA, centromere sequence RCB11 


0.085 


1308 


U03906 


Macroscelides proboscideus aldehyde dehydrogenase I, eta-ciystallin 
mRNA, complete cds 


0.26 


1309 


L13470 


Human thyroxine-binding globulin gene, complete cds 


0.21 


1310 


AK026225 


Homo sapiens cDNA: FLJ22572 fis, clone HSI023 13 


3E-27 


1311 


XMJ)30391 


Homo sapiens dJ467Nll.l protein (DJ467N11.1), mRNA 


0.001 


1312 


XMJH7923 


Homo sapiens hypothetical protein FLJ12660 (FLJ12660), mRNA 


2E-32 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1313 


M57256 


B.hermsii vmp21 gene encoding Vmp21 outer membrane lipoprotein 


0.58 


1314 


Y14051 


Staphylococcus aureus mecA, mecRl, mecl genes and ORF168, 
ORF142, ORF44, ORF145 and ORF224 


0.081 


1315 


XM_032018 


Homo sapiens similar to RUCEN cDNA 2310040G17 gene (M 
musculus) (LOC90480), mRNA 


0.027 


1316 


AF227514 


Octodon lunatus cytochrome b gene, partial cdsi mitochondrial gene 
for mitochondrial product 


1.9 


1317 


AE001414 


Plasmodium falcioamm chromosome 2 section 51 of 73 of the 
complete sequence 


0.73 


1318 


221622 


S.cerevisiae RIB7 gene encoding HTP reductase 


0.77 


1319 


XM 040462 


Homo ^aniens A TP -bin dine cassette sub-familv D (ALEX) member 3 

* iVillv ■* * -4 J 4/JiiU I** ft WUJwvi(Wj t/UV itU 1 **+T \* *mj ***W***V%rf* *^ 

(ABCD3), mRNA 


1.8 


1320 


Z65229 


H oarnens ChiG inland DNA eenomic Msel fragment- clone 28a8 

forward read cpg28a8itla 


0.23 


1321 


XM 040095 


Homo saniens hypothetical nrotein fDKFZP434G0310^ mRNA 


2.3 


1322 


XM 027314 


Homo saniens hvoothetical nrotein FLJ22351 fFLJ22351} mRNA 


1E-14 


1323 


AF282064 


Homo sapiens clone 2qtel_edcl7iF-cl7jF sequence 


3E-88 


1324 


AF101098 


Homo sapiens collagen type XI alpha-1 (COL1 1A1) gene, exon 38 


1.3 


1325 


AB050093 


"NJpnrprntodiic fhrotpri ttiPNA. fnr nitmtflTv olveonrotem hormone alnha 
siibimit comolete cds 


0.009 


1326 


AL591507 


Human DNA sequence from clone RP1 1-289C14 on chromosome 6, 
mmnlete sentience ffifomo sanietiQl 


0.026 


1327 


AJ400873 


Homo sapiens partial GPLD1 gene for glycosylphosphatidylinositol 
ohosnholioase D exons 15-20 


1.9 


1328 


AF3 78831 


Mus musculus orphan G protein-coupled receptor (Raig2) mRNA, 
complete cds 


1.9 


1329 


XM 030116 


Homo sapiens hypothetical protein MGC3077 (MGC3077), mRNA 


0 


1330 


X54806 


R.norvegicus mRNA for cytokeratin type I (3* end) 


0.77 


1331 


XM 013141 


Homo sapiens ATPase, Cu*H- transporting, alpha polypeptide 
(Menkes syndrome) (ATP7A), mRNA 


6.72 


1332 


NMJ)26428 


Mus musculus RDCEN cDNA 1810027P18 gene (1810027P18Rik), 
mRNA 


0.019 


1333 


U85448 


Actinidia deliciosa sucrose-phosphate synthase (KSPS-1) mRNA, 
partial cds 


0.001 


1334 


AK013974 


Mus musculus 13 days embryo head cDNA, RIKEN full-length 
enriched library, clone:3 1 10002D09, full insert sequence 


0.74 


1335 


U25641 


Tetrahymena thermophila telomerase component p80 mRNA, 
complete cds 


0.008 


1336 


NC 002102 


Lactobacillus helveticus plasmid pLHl, complete sequence 


0.78 


1337 


M14292 


Human LIHeg repetitive element from the intergenic region of the 
epsilon and G-gamrna giobin genes 


5E-08 
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SEQID 

xrr\ 


ACCESSN 


DESCRIP 


P VALUE 


XJJO 


AF239910 


Petunia axillaris haplotype S15 self-incompatibility ribonuclease 
mRNA, complete cds 


2.1 


1339 


AF1 16872 


Candida albicans alternative oxidase (AOX2) gene, complete cds 


0.25 


XJHK) 


XM 035344 


Homo sapiens KIAA1688 protein (KIAA1688), mRNA 


1.6 


1.341 


XM 046636 


Homo sapiens hypothetical protein ELJ20080 (FLJ20080), mRNA 


6E-74 


1342 


AF292561 


Strongyloides stercorals G protein alpha subunit 2 (gpa-2) gene, 
complete cds 


0.76 


1343 


AF008597 


Catharanthus roseus desacetoxyvindoline-4-hydroxylase (CRSD4H) 
gene, complete cds 


0.26 


1344 


AF347671 


Equine rhinitis A virus isolate PERV/62 PI (PI) gene, partial cds 


6.9 


1345 


U89019 


Hepatitis C virus polyprotein gene, complete cds 


0.27 


1346 


XMQ43815 


Homo sapiens hypothetical protein FLJ21736 (FLJ21736), mRNA 


2.2 


1347 


L39930 


Podocoryne carnea fibrillin mRNA, partial cds 


0.7 


1348 


221512 


K.lactis GAL80 gene encoding K1GAL80 protein 


0.075 


1349 


AC001490 


Homo sapiens (subclone 2_cl0 from PI H32) DNA sequence, 
complete sequence 


. 2E-11 


1350 


L36891 


Saccharomyces cerevisiae mitochondrion transfer RNA-fMet (tRNA- 
fMet) gene; transfer RNA-Pro (tRNA-Pro) gene; 9S ribosomal RNA 
(9S rRNA) gene 


0.025 


1351 


AK017200 


Mus musculus 1 1 days pregnant adult female ovary and uterus cDN A, 
RIKEN full-length enriched library, clone:5033428C03, full insert 
sequence 


6.2 


1352 


AB003286 


Homo sapiens DNA for choline kinase like protein and muscle type 
carnitine palmitoyltransferase I, partial and complete cds 


0.069 


1353 


AF3 12917 


Plasmodium falciparum reticulocyte binding protein 2 homolog B 
gene, complete cds 


0.081 


1354 


M65060 


M.thennoautotrophicum trpE, trpG, trpC, trpF, trpB, trpA, trpD 
genes, complete cds 


0.26 


1355 


AB025642 


Arabidopsis thaliana genomic DNA, chromosome 5, BAC 
clone:T32G24 


0.34 


1356 


L24957 


Zygosaccharomyces cidri alpha-galactosidase gene, complete cds 


0.08 


1357 


L38437 


Rattus norvegicus NADH ubiquinone oxidoreductase subunit (IP13) 
gene, complete cds 


0.27 


1358 


AJ301686 


Polystoma sp. DNA-25 ITS 1, isolate DNA-25 v 


2.2 


1359 


AB002805 


Homo sapiens OS-9 gene, 5' upstream region and partial cds 


0.0004 


1361 


XMJ)30723 


Homo sapiens CGI-107 protein (LOC51012), mRNA 


3.1 


1362 


NM 031881 


Mus musculus neural precursor cell expressed, developmentally down- 
regulated gene 4b (Nedd4b), mRNA 


3.8 


1363 


AC008855 


Homo sapiens chromosome 5 clone CTD-2178M23, complete 
sequence 


0.72 


1364 


NC 002660 


Cochliomyia hominivorax mitochondrion, complete genome 


0.074 


1365 


AF072589 


Python regius alpha enolase mRNA, complete cds 


1.4 


1366 


AJ243461 


Vicia faba nod-CCPl gene, exons 1 and 2 


0.017 
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NO 
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1367 


XM011052 


Homo sapiens 28kD interferon responsive protein (IFRG28), mRNA 


1.6 


1368 


AL390157 


Homo sapiens mRNA; cDNA DKFZp434D179 (from clone 
DKFZp434D179) 


0.0005 


1369 


AL023822 


Caenorhabditis elegans cosmid Y102A5A, complete sequence 


0.046 


1370 


U36918 


Mesocricetus auratus mucin (MUC1) mRNA, complete cds 


4.4 


1371 


AF081786 


Homo sapiens lysyl hydroxylase 1 gene, promoter region and partial 
cds 


0.18 


1372 


XM_035682 


Homo sapiens similar to hypothetical protein FLJ22639 (H. sapiens) 
(LOC91047), mRNA 


8E-08 


1373 


Z54645 


Ksapiens CpG island DNA genomic Msel fragment, clone 14h7, 
reverse read cpgl4h7.rtlb 


0.027 


1374 


AB012135 


Schizosaccharomyces pombe gene for catalytic subunit (C5) of 
proteasome, complete cds 


1.9 


1375 


L47352 


Brassica napus (clone Sta 39-4) arabinogalactan protein mRNA, 
complete cds 


0.73 - 


1376 


AB036993 


Homo sapiens RHAG gene for Rh50 glycoprotein, partial cds 


0.0000001 


1377 


U67535 


Methanococcus jaimaschii section 77 of 150 of the complete genome 


0.03 


1378 


AF203637 


Myotis myotis microsatellite A2 sequence 


0.017 


1379 


XM 004748 


Homo sapiens hypothetical protein FLJ1 11 10 (FLJ11110), mRNA 


1.1 


1380 


AJ249744 


Campylobacter jejuni cjaE gene for putative membrane protein CjaE 


0.69 


1381 


AL591033 


Human DNA sequence from clone RP11-94L3 on chromosome 6, 
complete sequence [Homo sapiens] 


1.7 


1382 


AJ242625 


Mus musculus Dmp-1 gene, exons 1-6 


0.71 


1383 


AB036851 


Ciona intestinalis mRNA for pellino, complete cds 


0.23 


1384 


XM 012972 


Homo sapiens transmembrane phosphatase with tensin homology 
(TPTE), mRNA 


2E-09 


1385 


AF175313 


Oncorhynchus mykiss cardiac sodium-calcium exchanger (NCX) 
mRNA, complete cds 


0.47 


1386 


AF283669 


Homo sapiens kallikrein 14 (KLK14) gene, complete cds 


0.44 


1387 


AY018560 


Oryza sativa microsatellite MRG0885 containing (AT)X18, genomic 
sequence 


0.63 


1388 


AK027272 


Homo sapiens cDNA FLJ14366 fis, clone HEMBA1001020 


0.019 


1389 


XM 003052 


Homo sapiens roundabout (axon guidance receptor, Drosophila) 
homolog 1 (ROBOl), mRNA 


1E-49 


1390 


AF208532 


Homo sapiens fatty acid omega-hydroxylase CYP4A11 (CYP4A11) 
gene, complete cds 


0.69 


1391 


AF233326 


Mus musculus tumor necrosis factor receptor-associated factor (Traf2) 
gene, exons 2, 3, and 4 


0.72 - 


1392 


AE001413 


Plasmodium falciparum chromosome 2, section 50 of 73 of the 
complete sequence 


0.15 


1394 


X54889 


Sea urchin developmental^ regulated ectodermal gene 


0.023 
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SEQ ID 
NO 


ACCESSN 


"n'ccr'DTD 

^ UCDKJsJJr 


P VALUE 


1395 


AF378868 


/vi dwuupai& uidijdiid /\ i jgi i/uu/r zii 1 yu itikina, complete COS 


2.5 


1396 


AF328539 


xiuinu ddpiciib Lione izqiei co4lj sequence 


0.0003 


1397 


AE006450 


i^dciococcus lacus suDsp. lactis 1L1403 section 212 of 218 of the • 
complete genome 


0.47 


1398 


Z12840 


v^.wuiiiLuius iuruN/i ior protein oi unknown function 


2E-97. 


1399 


U31165 


Rattus norvegicus SH3 domain binding protein (CR16) gene, exon 6 


1.9 


1400 


Y15005 


x>ison oonasus mitocnononai cyto gene 


! 1.8 


1401 




caenornaoaitis eiegans cosmia Y37ollA, complete sequence 


3.7 


1402 


AB055364 


Macaca fascicularis brain cDNA, cIone:QflA-12522 


e-119 


1403 


"MP nni^in 


Didelphis virginiana mitochondrion, complete genome 


0.006 


1404 




Dictyostelium discoideum histidine kinase DhkJ (dhkJ) gene, 
complete cds 


0.055 


1405 


t\r\j4. 1 104 


Homo sapiens type II integral membrane protein (NKG2-E) gene, 
partial cds; and type II integral membrane protein (NKG2-F) gene, 
complete cds 


3.6 


1406 


M76376 


Human cysteine-rich protein (CRP) gene, exon 2 


0.027 


1407 


D31863 


Mouse Pig-a gene for GPI-anchor biosynthesis (PIG-A protein), exon 
6 and complete cds 


0.026 


1408 


XM 031315 


Homo sapiens hypothetical protein FLJ14033 similar to hypoxia 
inducible factor 3, alpha subunit (FLJ14033), mRNA 


0.000007 


1409 




Oryza. sativa microsatellite MRG1694 containing (AT)X32, genomic 
sequence 


0.0001 


1410 


AF067610 


Caenorhabditis eiegans cosmid F41 A4 


0.084 


1411 




Drosophila melanogaster mRNA for PDGF/VEGF-like protein 
vvo 1 genej 


0.18 


1412 


VU 00R4.17 

-AJV1 UvJOfl / 


riomo sapiens nypotneucal protein FLJ20694 (FLJ20694), mRNA 


0.0000001 


1413 


AF242195 


Homo sapiens KLK15 (KLK15) gene, complete cds, alternatively 
spliced 


e-160 


1414 


Y 14077 


Dacnius suDiuis iu.o jvd cnromosomai UNA: glyB-prsA region 


0.008 


1415 


AE006802 


Sulfolobus solfataricus section 161 of 272 of the complete genome 


0.057 


1416 


AVfiffilAQ 
l\ I w / i*ry 


riomo sapiens cione wL'ADrUUoo mKNA sequence 


0.092 


1417 


K02628 


Oxytricha nova (hypotrichous ciliate) ( clones LMiC2-(5,6,8)) 
micronuclear DNA. C2 eene Aversion 3^ comnlete cds 




1419 


X14260 


Xenopus tropicalis alpha-globin gene 


1.7 


1420 


AJ401391 


Drosophila melanogaster mRNA for PDGF/VEGF-like protein 
(CG7103 gene) 


0.15 


1421 


XM 032580 


Homo sapiens nebulette (NEBL), mRNA j 


1.3 


1422 


XM 008060 


Homo sapiens solute carrier family 7 (cationic amino acid transporter, 
y+ system), member 5 (SLC7A5), mRNA 


2E-12 


1424 


AF035820 


Hordeum vulgare gibberellin action negative regulator SPY mRNA, 
complete cds 


2.1 
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Table 3A Nearest Neighbor (BlastN vs. Geribank) 


SEQID 
NO 


ACCESSN 


U-boCKlr 


P VAT TTF 


1425 


AT IZ'iCl'i 

AL333672 


Human DNA sequence from clone RP1-241K1 on chromosome 6, 
complete sequence [Homo sapiens] 




1426 


AF070565 


Homo sapiens clone 24425 mRNA sequence 




1427 


AKQ26914 


Homo sapiens cujna. rUzjioi. us, cione uuiafjooz 




1428 


X14735 


Podospora anserina mtDNA for large subunit rRNA 


0.21 


1429 


XM 004081 


Homo sapiens aldehyde dehydrogenase 5 family, member Al 
(succinate-semialdehyde dehydrogenase) (ALDH5A1), mRNA 


1.4 


1430 


Y10687 


Sulfolobus acidocaldarius gene encoding purine NTPase 




1431 


AF168678 


Drosophila melanogaster adenylyl cyclase 78C-S mRNA, complete cds 


0.13 


1432 


AC006666 


Caenorhabditis elegans cosmid H31G24, complete sequence 


n 01 a 


1433 


X02473 


Calf mRNA for delta subunit of muscle acetylcholine receptor 


i.i 


1434 


AF270148 


Staphylococcus epidermidis strain SRI clone step. 105 lc08 genomic 
sequence 


0.006 


1435 


XM_008084 


Homo sapiens hypothetical protein LOC55565 (LOL55565), mKNA 






AF007876 


Homo sapiens Na,K-ATPase beta 2 subunit gene, complete cds 


0.008 


1437 


AK016592 


Mus musculus adult male testis cDNA, RUCEN full-length enriched 
library, clone:4933400F21, full insert sequence 


0.61 


1438 


AB023053 


Homo sapiens genomic DNA, chromosome 6p21.3, HLA class I 
region. clone:53L9, complete sequence i 


2E-10 


1439 


XM 035837 


Homo sapiens cAMP responsive element modulator (CREM), mRNA 


1.7 




Y12710 


A.thaliana gene encoding shaggy-like kinase gamma 


U.UOo 


1AA1 


AF351620 


Homo sapiens lipocalin-1 interacting membrane receptor (LIMR) 
gene, complete cds 


U.U/o 




U67560 


Methanococcus jannaschii section 102 of 150 of the complete genome 


*> 1 


1 AA'X 


NM 002251 


Homo sapiens potassium voltage-gated channel, delayed-rectifier, 
subfamily S, member 1 (KCNS1), mRNA 


1 0 


*\AAA 
l t f*t*f 


XM 027341 


Homo sapiens similar to retinoblastoma irihibiting gene 1 (M 
musculus) (LOC89932), mRNA 


U.UvvO 




AF039373 


Arabidopsis thaliana ecotype RLD cliromomethylase (CMT1) gene, 
complete cds 


1 Q 

1.7 


1147 


U29397 


Rattus norvegicus plasma membrane Ca2+ ATPase isoform 3 
(PMCA3) gene, 5' flanking region 


U.Ul/O 




.A1V1 UjOJJD 


u nmn conipriQ hvnothetical nrotein FLJ10402 (FLJ10402). mRNA 


4.1 


1449 


AK000677 


Homo sapiens cDNA FLJ20670 fis, clone KA1A4743 


1E-09 


1450 


AJ243538 


Glomus mosseae fox2 gene for Fox2 protein 


0.018 


1451 


AJ296103 


Staphylococcus aureus repNVH99 gene for replication protein and 
smr gene 


0.23 


1452 


AF084911 


Bombus ternarius cytochrome b gene, partial cds; mitochondrial gene 
for mitochondrial product 




1453 


AC001080 


Homo sapiens (subclone 3 _g7 from PAC H74) DNA sequence, 
complete sequence 


0.72 
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SEQID 


ACCESSN 


DESCRff 


P VALUE 


1454 


AF213160 


Gallus gallus microsatellite C-MNT-7 sequence 


0.019 


1 A CC 

1455 


AB056366 


Macaca fascicularis brain cDNA, clone:QflA-14203 


0.024 


1 ACC 

1456 


AF129515 


Paramecium tetraurelia SEC7-reIated protein (SEC7) mRNA, 
complete cds 


0.055 


1457 


XM 037469 


Homo sapiens similar to spastic ataxia of Charlevoix-Saguenay 
(sacsin) (H, sapiens) (LOC91290), mRNA 


1.8 


1458 


AK005404 


Mus museums adult female placenta cDNA, RUCEN full-length 
enriched library, clone; 1600009D24, full insert sequence 


4.8 


1459 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the 
complete sequence 


4.2 


1460 


AF161253 


Dictyostelium discoideum protein phosphatase 4 catalytic subunit 
(pppC) mRNA, complete cds 


0.77 


1461 


X74912 


M.hominis IysS gene 


0.19 


1462 


AF027148 


Homo sapiens myogenic determining factor 3 (MYOD1) gene, 
complete cds 


0.45 


1463 


BC003261 


Mus musculus, serine/threonine kinase 5, clone MGC:5803 
IMAGE:3501444, mRNA complete cds 


0.21 


1464 


AC079143 


Homo sapiens Xp BAC RP1 1-346D13 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


2 


1465 


Y07829 


Homo sapiens RFB30 gene for RING finger protein 


4.5 


1466 


BC006448 


Homo sapiens, clone IMAGE:3637085, mRNA 


1.9 


1467 


X05287 


Locusta migratoria mitochondrial gene for 16S rRNA 


0.19 


1468 


XM 052063 


Homo sapiens hypothetical protein DKFZp547A023 
(DKFZp547A023), mRNA 


0 


1469 


AF113952 


Campylobacter jejuni multidrug-efflux transporter gene, complete cds; 
and unknown genes 


0.066 


1470 


AE006680 


Sulfolobus solfataricus section 39 of 272 of the complete genome 


5.2 


1471 


AY045578 


Arabidopsis thaliana AT4g3700G/C7 A10J60 mRNA, complete cds 


2.2 


1472 


AF269209 


Takifugu rubripes clone FTCRAV4S1 T cell receptor V alpha chain 
gene, partial cds 


1.9 


1473 


XMJ)27952 


Homo sapiens dihydrofolate reductase (DHFR), mRNA 


1.3 


1474 


U80449 


Caenorhabditis elegans cosmid R10A10 


1-8 


1475 


X15634 


C. elegans core histone genes H4(his-10) and H3(his-9) 


0.025 


1476 


Z16938 


H. sapiens (D19S218) DNA segment containing (CA) repeat; clone 
AFM207wc3; single read 


0.02 


1477 


X96783 


H.sapiens Syt V gene (genomic and cDNA sequence) 


0.0007 


1478 


Y08924 


P.falciparum mRNA for AARP2 protein 


0.003 


1479 


XMJ)36181 


Homo sapiens RAN binding protein 2-like 1 (RANBP2L1), mRNA 


0.21 


1480 


AL390874 


Human DNA sequence from clone RP1 1-238K16 on chromosome 9, 
complete sequence [Homo sapiens] 


0.002 


1481 


AL133157 


S.pombe chromosome I cosmid clB2 


0.38 


1482 


U67598 


Methanococcus jannaschii section 140 of 150 of the complete genome 


0.37 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1483 


AJ242525 


Chlamydomonas reinhardtii partial dhclO gene for 1 beta dynein 
heavy chain, exons 16-53 


5.8 


1484 


LI 9842 


Daltonia sp. mitochondrial NADH dehydrogenase, and cytochrome b 
genes, 3* end, and transfer RNA-Ser gene • 


0.001 


1485 


AJ239534 


Canis familiaris tRNA-derived SINE element, clone D254UC12 


0.009 


1486 


AF044206 


Homo ^anieni rvrlofVYVPpnflse (C t CY)C-'7i pptip nTOTnotpr and PYtvn 1 




1487 


ABG35880 


PhaitAfPomii tnttolranii Tni+Ar , ViAr\A , T , io1 cfptipc "fXr email cuHtmtt rPKIA 
v^llQlLUl vgltla laUflhauo UulUUilUllvu lol gvllCo xVJI Muilxl bUUUlUl llXFirV, 

tl?MA»\/al lorcrp cnHimit rRWA nnrrial anr! ^nmnl Ptp cp/inpn<*pc 

Uvl>/1" VcUj l<UgC MlULLlLll 1 XVL'tirV, VJCLX IX aX aXl\X UUl.lIJJi.CLv ddJUClivva 




1488 




Pasteurella multocida PM70 section 172 of 204 of the complete 


v.zo 


1489 


y\jy±_ \j x x ttu 


"Hfimn cnnipnQ Vivnnfhptir.s*1 rvrntpin FT T1 0*7*75 fPT T1 0*7*7 *fi mPMA 




1490 


MM 030714. 


TV^iic tyyiicahIhc HpI^pv Vi r\m nl r\ cr /■ ( IrACArxViilo^ fi Vfv *4^ rtiUWA 
ivlUa lllUbUUiUo UCJICA J IlUIUUlUg ylSlVbVpilllaJ \LJiA3j f llu\±\f\ 


O *4Q 


1491 


/vEAJU 1HU / 


Plasmodium falciparum chromosome 2, section 44 of 73 of the 
compieie sequence 


U.vlUl 


1492 


rpoos^o 


*N/fiic mucniliic aIatip TN^ A OF* ^4.0 5*7 AO mP>JA 




1493 


XM017183, 


Homo sapiens hypothetical protein FLJ22474 (FLJ22474), mRNA 


0.0007 


1494 


AF1 QRQfid 


AruHiHrtncic tViJiliunn ATP ciilfiirvlacp crpnp PAirmlptp aHc 

.rvlal/lUUpdla UUdildlla t\ X X dullLU jrladC gClIv, L-UlIiLJlClv VvlO 


0 057 


1495 


AK026781 


Homo sapiens cDNA: FLJ23128 fis, clone LNG08384 


0.0002 


1496 




I-Tattia conipnc OVT3A1 nrAtpin f ^> 1 \ crpnp /wmnlptp aHc 
XlUlllU bapiCIlo V^IJvOl jJlULClll ^ I I\U 1 J gCllC, vUJLUpiCIC Ulo 




1497 


AT 5Q16fV7 


Human DNA sequence from clone RP11-389N9 on chromosome 6, 

aaitiaI ptp cpmipnpp rHAmA conipncl 


0»004 


1498 




T-TnTTi a ccjTvipnc lfinpcin»liVp nrAtPin ? ftiUf^O^ ttiTJ^^A 


2F-53 


1499 


M90970 


Atriplex nununularia DNA sequence 


4.8 


1500 




ArsihiHrtncic i haliana mRWA *f/\r QAPtvI-T^nA AarhAwIiicf* pnirmlptp cAq 
r\XclUXKl\JVJtiXo UiaJldila 1 i IJvi > r\ X\JX aCCtjl~V^vf/T. wll LHJAjitlov, wuill|/lvlv Mlo 


0.22 


1501 


AC004498 


Homo sapiens chromosome 5, PI clone 1209C1 (LBNL H104), 
complete sequence 


3E-13 


1502 


AF104350 


Dictyostelium discoideum prespore-specific protein (pspC) gene, 
partial cds; and unknown gene < 


0.017 


1503 


XM 028059 


Homo saniens KIAA1681 nrotein ^KIAA^Sl^ mRNA 


0.35 


1504 


U83462 


Mus musculus serotonin N-acetyltransferase (AANAT) gene, 


0.017 


1505 


AD001534 


Borrelia afzelli (isolate UMOl), sequence fragment 


0.7 


1506 


AF092379 


TJixmluc h ureal Axi Alii fUMA-Tlp tPTJA-Oln on/4 tT3TJA_\jipt ctptipc 
XVLVXUUS IlalaiUSlUlll U\1N/V*"JJ6, U\iN/\,"\JUi, ailQ UvlNrV-iVlOl gCIICo, 

complete sequence; NADH dehydrogenase subunit n gene, complete 
cds; tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr 
genes, complete sequence; and cytochrome c oxidase subunit I gene, 
pa> 


0.002 


1507 


AF397158 


Homo sapiens clone 11 pur alpha-associated ribosomal BNA gene, 
partial sequence 


1E-39 


1509 


AF370352 


Arabidopsis thaliana putative ribosomal protein (AT4gl6720) mRNA, 
complete cds 


1.2 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQED 
NO 


ACCESSN 




P VATTTP 


1510 


AF286240 


HTV-1 isolate 97CDKFE4 from Republic of the Congo gag protein 

\5<*&/ OUU pui piUlClil VPUl^ gCilCb, pdJ Udi VJUS 


1 9 


1511 


L29256 


Human dinucleotide repeat polymorphism at the DXS1690 locus 


5E-50 


1512 


AF214115 


Pmymtivcpiic TTiJiTtiPiiljitiic W1Q mPMA rwrrmlAtp f/1c 
-i ciuiujatuo JHaiii^uiaiuD xi-i. 7 imvi^rt, UUI11JJ1CIC \ajj 


9 1 


1513 


XM 003799 


Homo sapiens protocadherin beta 10 (PCDHB10), mRNA 


0.57 


1514 


t\X JO l\JJ\J 


rioino sapiens luna polymerase epsuon suDunii is \r\jLiiij. ) gene, 

A v otic XA onH 1^ 


U. /Z 


1515 


iVlXr /U J*r 


Homo sapiens asparagine synthetase (TS11) gene, exons 1-3 and 
piuxuoicr region 


u.z 


1516 


YU A<1©«9 
yvi vjl_u J loJZ 


Homo sapiens mesoderm development candidate 2 (MESDC2), 




1517 


vu a< on/Yd 


Homo sapiens heterogeneous nuclear protein similar to rat helix 
Gesraoiiizing protein (rj&KTNjr;, mKfNA 


u.uuuuy 


1518 


AiVl_U40 / JU 


Homo sapiens nypotneucai gene supported oy L27560 (L»UCy270l), 

mKJNA 


A CI 


1519 


AF136179 


Mus musculus spermine synthase gene, partial cds 


0.063 


1520 


U19360 


Onchocerca volvulus nuclear hormone receptor-like peptide, complete 
cds 


1.6 


1521 


a iujyyu / 


A rnViii^nnrir tko1ir,«o A T5«/l 1 Q 1 A/If 1 £T Q tnt)MA /.rtmnla+o ruin 

Araoiaopsis tnanana ai 5g*fioiu/JvioLzz_y mKNA, complete cos 


5.V 


1522 


VoojIo 


Plasmodium falciparum DNA for flavoprotein subunit of succinate 
dehydrogenase, complete cds 


A AAA 


1523 


NC 002548 


Acute bee paralysis virus, complete genome 


0.07 


1524 




Macaca fascicularis fertilin beta mRNA, complete cds 


A *l 


1525 


AF270048 


Staphylococcus epidermidis strain SRI clone step.l043h07 genomic 
sequence 


0.76 


1526 


AB047239 


Staphylococcus aureus DNA, complete structure of cassette 
chromosome(SCC)4ike element, strain:ATCC25923 


0.72 


1527 


U39684 


Mycoplasma genitalium section 6 of 51 of the complete genome 


0.21 


1528 




noinu Sapiens nypouicucai proicin \tljj i x iz. i ), uusxhjx 


z 


1529 




IvOldVirUS b LI all I nJ*lj INori gCIIc, (AJlIipiClC CU5 


U.Oo 


1530 




Mus musculus adult retina cDNA, RIKEN full-length enriched 

Hhrarv rlnnp>* AQ^nfil IFfif^ fiiTT fncprf cf»mipr»rv» 
iiviaiy, uoucn^jvui liiuo, imi uiscri sc^ucjjvc 




1531 




nuinu sapiens viunc ti-iDj**!! rxvwuojz iiuvLNri, wompicic wjs 


U.UD / 


1532 


AF332140 


Mus musculus c-Fos (Fos) gene, 5' flanking and promoter regions 


1.8 


1533 


AF231842 


Tasmimim orioratK^imiim fRNA-T £n fttnT^ p&ne narfial intron and V 

juoimiimu vviui (mjjmiuni umi/i iau ^laill^j ycuucu iiiuvu emu 

exon, and trnL-trnF spacer region; chloroplast gene for chloroplast 
product 


1.3 


1534 


NC 001560 


Vesicular stomatitis virus, complete genome 


0.35 


1535 


AF213897 


Homo sapiens cAMP responsive element modulator (CREM) gene, 
exon C 


0.24 


1536 


XMJM9251 


Homo sapiens KIAA0903 protein (KIAA0903), mRNA 


0,22 


1537 


AK027713 


Homo sapiens cDNA FLJ14807 fis, clone NT2RP4001760, weakly 
similar to PUTATIVE RHO/RAC GUANINE NUCLEOTIDE^ 
EXCHANGE FACTOR 


1E-36 
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oHV^ ID 

NO 


ACCESSN 


DESCRIP 


P VALUE 


1538 


AF268091 


Cliloris gayana phosphoenolpyruvate carboxylase (ppc) mRNA, 
complete cds 


6.1 


i jjy 


AC023351 


Homo sapiens clone RP11-637J20, complete sequence 


1E-49 




NC 002161 


Bovine parainfluenza virus 3, complete genome 


6.4 


1541 


AE001092 


Archaeoglobus fiiJgidus section 15 of 172 of the complete genome 


0.15 


1542 


AF044202 


Drosophila melanogaster glutamate receptor DGluRIIB mRNA, 
complete cds 


0.008 


1 <yl^ 


Z72767 


S.cerevisiae chromosome VII reading frame ORF YGL245w 


1.8 


1544 


AJ277899 


Nicotiana tabacum drepp4 gene, exons 1-4 


0.24 1 


1545 


XM 005131 


Homo sapiens chromatin accessibility complex 1 (CHRAC1), mRNA 


0.71 


1546 


AF270048 


Staphylococcus epidermidis strain SRI clone step.l043h07 genomic 
sequence 


0.67 


1547 


AL1 12743 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.076 


1548 


S68847 


YAP2=AP-14ike stress-induced transcriptional activator 
[Saccharomyces cerevisiae, W303, Genomic, 2181 nt] 


0.21 


1549 


AF176634 


Reldia sp. Amaya and Smith 578 NADH dehydrogenase subunit F 
(ndhF) gene, partial cds; chloroplast gene for chloroplast product 


0.54 


1551 


X79988 


H.sapiens HIP gene, exon 1 


0.21 


1552 


AK015054 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930402M22, full insert sequence 


2.2 


1553 


U07731 


Human quinone oxidoreductase2 (NQ02) gene, introns 1 and 2 and 
exon 2 


0.42 


1554 


AE001370 


Plasmodium falciparum chromosome 2, section 7 of 73 of the 
complete sequence 


0.02 


1555 


AF222996 


Danio rerio nocA-lilce Zn-finger protein (nlz) mRNA, complete cds 


0.59 


1556 


AJ000080 


Trypanosoma brucei hsplOO and gpi-plc genes 


0.00004 


1557 


D30745 


Xenopus laevis MRP RNA gene 


5 


1558 


X17256 


Yeast THR4 gene for threonine synthase (EC 4.2.99.2) 


0.64 






HIV-1 clone LTNP1-85V3 from USA envelope glycoprotein V3 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1568 


229373 


M C5iT>if*nc cvnf* for nwirnl ppII q/IVipci An mnlpnilp T 1 
i a. sapiens gviiv lui ilCLUal wcii aU-llColuil illvlCvUiw Ll 




1569 


AFHRR76 

r\± iJOO t\J 


Dacniua uiUiingiciidib laoidic iviij liiscnion sequence lo^jiis 


U.4-0 


1570 




xiorucum vuigare uenyunn i ^uiuii 7 gene, complete cos 


O 1 


1571 


A"PfifV>9<n 


i^maxnycua munaanim, secuon zo 01 53 01 me compieie genome 


U.3 / 


1572 


/VJjvJi. /\J*tJ 


Rattus norvegicus gene for hepatocyte nuclear factor 3 gamma, partial 

cds 


7 7 

j. 1 


1573 


XMJ)38951 


Homo sapiens hypothetical protein MGC15875 (MGC15875), mRNA 


0.43 


1574 


AF244979 


Mus musculus galectin-1 1 mRNA, variant b, complete cds, 
alternatively spliced 


0.24 


1575 


YTVVf AH4CA£Q 

AM__UUoUoy 


Homo sapiens weel+ (0. pomoe) nomoiog (Wbtsi), mKNA 


£Xt 1 A 

ob-10 


1576 


AK025037 


Homo sapiens cDNA: FLJ21384 fis, clone COL03354 


1.7 


1577 


Z71443 


b.cerevisiae enromosome Ai v reading name ukt y in.lio /c 


A AI A 
U.U14 


1578 


AF263518 


Arabidopsis thaliana protein synthesis initiation factor 4G (EIF4G) 
gene, complete cds 


0.59 


1579 


A 'CAAA/COA 


Aquifex aeolicus section 12 of 109 of the complete genome 


1.2 


1580 


ACUU14U4 


Plasmodium falciparum chromosome 2, section 41 of 73 of the 
complete sequence 


1.3 


1581 


A TOAA<1 A 

AJJyC/510 


Candida albicans partial mRNA for serine/threonine kinase (sha3 
gene) 


A 1Q 


1582 


a pnn/i i *7Q 
ACUU41 15 


riomo sapiens cione u Wvri^tyzjxui x rrom opzi, complete sequence 


A AAO 


1583 


Z»/ loo / 


S.cerevisiae chromosome XTV reading frame ORF YNR072w 


O 1 
Z.l 


1585 


X95065 


H.sapiens dinucleotide repeat (GT) from chromosome 13q (229bp) 


0.18 


1586 


Z24310 


H. sapiens (D10S593) DNA segment containing (CA) repeat; clone 
AFM31 lybl; single read 


0.002 


1587 


i 1©4 /o 


Trichophyton rubrum mitochondrial cytb gene and NADH1 to 
iNAiJri3 genes 




1588 


Z47046 


Human cosmid QLL2C9 from Xq28 


0.00007 


1589 


7*71 


b.cerevisiae enromosome aiv reacting irame l/kt iinku/zw 


1 f\ 


1590 


XM 005485 


Homo sapiens KIAA0414 protein (KIAA0414), mRNA 


0.002 


1591 


JNM Uz4jo4 


Rattus norvegicus hairless (hr), mRNA 




1593 


AF136150 


Caenorhabditis elegans homogentisate 1 ,2 -di oxygenase (hgo) gene, 
complete cds 


1.6 


1594 


XM 033896 


Homo sapiens insulin-like growth factor 2 receptor (IGF2R), mRNA 


1.4 


1595 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.008 


1596 


BC007460 


Homo sapiens, acid phosphatase, prostate, clone MGC: 12236 
IMAGE:3951204, mRNA, complete cds 


0.029 


1597 


NM 024201 


Mus musculus RJKEN cDNA 061001 1N22 gene (061001 lN22Rik), 
mRNA 


5.3 


1598 


U88166 


Caenorhabditis elegans cosmid M01A12 


0.61 


1599 


AE001394 


Plasmodium falciparum chromosome 2, section 3 1 of 73 of the 
complete sequence 


2 
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SEQID 
NO 




DESCRTP 


P VALUE 


1600 


AJ306417 


Corynebacterium glutaraicum partial nrdF gene for ribonucleotide 
reductase beta-subunit and ctaD gene for cytochrome aa3 oxidase 
subunitl 


1.9 


1601 


Arzo IJL /U 


Homo sapiens mucolipin (MCOLN1) gene, complete cds 


6 


1602 


AriUU22U7 


Chlamydophila pneumoniae AR39, section 37 of 94 of the complete 
genome 


0.083 


1603 




Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1110004P21, full insert sequence 


0.2 


1604 


AB008103 


Arabidopsis thakana AtERF-1 mRNA for ethylene responsive element 
binding factor 1, complete cds 


0.79 


1605 


AE006406 


Lactococcus lactis subsp. lactis IL1403 section 168 of 218 of the 
complete genome 


0.18 


1606 


BC008122 


Homo sapiens, clone MGC: 18053 IMAGE:4 148889, mRNA, 
complete cds 


1.5 


1607 


D28598 


Chicken mRNA for c-maf proto-oncogene product c-Maf long form, 
complete cds 


0.44 


1608 


X97314 


M.sativa mRNA for cdc2 kinase homologue, cdc2MsC 


1.5 


1609 


AP001407 


Homo sapiens genomic DNA, chromosome 21q22.2, clone: 10C6, 
LB7T-ERG region, complete sequence 


1.1 


1611 


XM_0 17891 


Homo sapiens similar to heterogeneous nuclear ribonucleoprotein L 
(H. sapiens) (LOC91538), mRNA 


1.4 


1612 


U48562 v 


Corrigiola littoralis ORF2280 gene homolog, chloroplast gene 
encoding chloroplast protein, partial cds 


0.074 


1613 


XM_036274 


Homo sapiens similar to tumor protein p53-binding protein (H. 
sapiens) (LOC65591), mRNA 


2 


1614 


AJ271039 


Plasmodium yoelii yoelii partial mrk gene for MOl5-related kinase 


0.001 


1615 


AB016467 


Datisca cannabina chloroplast gene for maturase K, partial cds 


0.25 


1616 


AF027807 


Homo sapiens beta-casein (CSN2) gene, complete cds 


0.074 


1617 


AK002822 


Mus musculus adult male kidney cDNA, RIKEN foil-length enriched 
library, clone: 06 1003 9 A20, foil insert sequence 


0.55 


1618 


U67580 


Methanococcus jannaschii section 122 of 150 of the complete genome 


0.032 


1619 


T TO A1 y|A 

U89140 


Mus musculus aldose reductase gene, promoter region and exon 1 


0.48 


1620 




Drosophila melanogaster genomic scaffold 142000013385566, 
compieie sequence 


U.l / 


1621 


L14855 


Bos taurus neurexin I-alpha mRNA, complete cds 


0.48 


1622 


AF379854 


Cloning vector pVLH/hsp, complete sequence 


2 


1623 


Z11883 


S.tuberosum UlsnRNA variant genes Ul-1, Ul-2, Ul-3, Ul-4, Ul-5 
andUl-6 


0.54 


1624 


AJ294727 


Mus musculus ILTIFa gene for IL-TIF alpha protein (IL-22), exons la 
5 


0.011 


1625 


XM__043073 


Homo sapiens hypothetical protein DKFZp434A1319 
(DKFZP434A1319), mRNA 


1.9 
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SEQBD 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1626 


M84732 


Plasmodium yoelii sporozoite surface protein 2 gene , complete cds 


0.007 


1627 


M83304 


G.hirsutum late embryogenesis-abundant protein 2-D (LeaA2-D) 
mRNA, complete cds 


9.8 


1628 


U32725 


Haemoohilus influenzae Rd section 40 of 163 of the cnmnlete frenome 


0.14 


1629 


AF185589 


Unmo sanipnQ cytochrome P4Sfi ? A4 YP?A4^ ffene nromofer 
reffion 


0.027 


1630 


AL591667 


Human DMA semience from clone RP1 1-389NQ on chromosome 6 
comolete seauence FMomo saniensl 


0.15 


1631 


AB058397 


Oryza sativa CHS gene for chalcone synthase, complete cds 


0.16 


1632 


Ml 1043 


Mouse DNA fragment that hybridizes to HSV-1 Smal A fragment 


1.5 


1633 


AF145699 


Staphylococcus aureus putative membrane protein MprF (mprF) gene, 
romnlete cds* and unknown eene 


1.5 


1634 


AF088902 


Mus musculus SLIT1 protein (Slitl) mRNA, partial cds 


0.5 . 


1635 


AB048882 


Macaca fascicular^ brain cDNA clone*OnnA-16525 


0.21 


1636 


X98369 


M.musculus mRNA for SOX15 protein 


0.24 


1637 


/vr jij x / vj / 


Homo saniens clone 24900 mRNA seouence 


0.25 


1638 


AL 117657 


Homo sapiens mRNA; cDNA DKFZp586F1924 (from clone 
DKFZt>586F 1 924^ 


1.9 


1639 




Nicntiana tahacum wi77 eene 5* flanldne region nartial cds 


0.072 


1640 




Staphylococcus aureus empbp gene for extracellular matrix and 

rrtacma binding nrotein stTain SA 113 

ylaislUa UlllULLUg ^fl\Jl\^XXXy OH CUM I U/l 


0.008 


1641 


BC009423 


nuiiiU sapiens, wunc i\x\j\*s. xj xj x xxyxrxxjxj.jjjo^yj^t mivmr>, 

complete cds 


1.9 


1642 


AF1 14905 


Qa/v*hnrATnvrpc cn f"*Tm ATP cvnthaop ciihnnit R ^ATPfft gene 

mitochondrial gene encoding mitochondrial protein, complete cds 


0.18 


1643 


AF770417 


^tanhvlornmic pniHprmiHiQ ctrain SRI elonp sten 4052d03a genomic 
spoiipnce 


0.063 


1644 


X91340 


G.hybrida chs-like gene 


0.51 


1645 


AF097026 


T-Tnmfi saniens autosomal highly conserved nrotein (AHCPi gene, 
complete cds 


0.008 


1646 


XM 028810 


Homo saDiens 67292 (KIAA1755) mRNA ' 


5.5 


1647 


AL049339 


Homo saniens mRNA* cDNA DKFZo564P046 ffrom clone 
DKFZp564P046) 


2.1 


1648 


AE001398 


Plasmodium falciparum chromosome 2, section 35 of 73 of the 
complete sequence 


0.13 


1649 


M55171 


Mouse opsin (MOPS) gene, complete cds 


0.52 


1650 


AB008103 


Arabidopsis thaliana AtERF-1 mRNA for ethylene responsive element 
binding factor 1, complete cds 


0.66 


1651 


AL589705 


Human DNA sequence from clone RP1 1--64M7 on chromosome 6, 
complete sequence [Homo sapiens) 


0.5 


1652 


X79559 


T.trypanoides (Rl) 18S rRNA gene 


0.069 


1653 


XM 048416 


Homo sapiens PRO0478 protein (PRO0478), mRNA 


0.0001 
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SEQID 
NO 




DESCRIP 


P VALUE 


1654 




Dasyurus maculatus isolate QM.E1 mitochondrial D-loop, partial 
sequence 


0.063 


1655 


AF282568 


Homo sapiens clone 20pte!_cl5bt7 sequence 


4E-39 


1656 


ADUZ /OI / 


Pyrus pyrifolia gene for UDP-glucose pyrophosphorylase, complete 
cds 


0.19 


1657 


AK023864 


Homo sapiens cDNA FLJ13802 fis, clone THYRO1000186 


0.2 


1658 




Mus museums CDC-like kinase (Clk), mRNA 


1.7 


1659 


AT m*3C/1£ 


Caenorhabditis elegans cosmid Y52B11C, complete sequence 


2.3 


1660 


Ar j 34780 


Homo sapiens pregnancy-induced growth inhibitor OKL38 gene, 
partial cds 


0.73 


1661 


AJVl_U4zUoo 


Homo sapiens mitogen-activated protein kinase kinase kinase 1 

f\A ATMV 1 \ «mT> XT A 

(MAP3K1), mRNA 


1.9 


1662 


XM 034872 


Homo sapiens KIAA0202 protein (KIAA0202), mRNA 


0.23 


1663 




Homo sapiens (subclone l_g7 from BAC H76) DNA sequence, 
complete sequence 


3E-14 


1664 


AKU23113 


Homo sapiens cDNA FLJ13051 fis, clone NT2RP3001447 


2E-20 


1665 


BCQ03552 


Homo sapiens, calnexin, clone MGC:1196 IMAGE:3546389, mRNA, 
complete cds 


0.076 


1666 


AF097142 


Tapinaspis sp. 12S small subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


1.5 


1667 


AL117103 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


6.1 


1668 


NM_013825 


Mus musculus lymphocyte antigen 75 (Ly75), mRNA 


0.74 


1669 


NM 007043 


Homo sapiens HIV-1 rev binding protein 2 (HRB2), mRNA 


7E-22 


1670 


Z27359 


G.hirsutum (AD52 ) copia-like reverse transcriptase fragments 


0.24 


1671 


AK021535 


Homo sapiens cDNA FLJ1 1473 fis, clone HEMBA1001712 


0.25 


1672 


Y00145 


Dictyostelium discoideum UDP glucose pyrophosphorylase gene 
(UDPGP; EC 2.7.7.9) 


0.22 


1673 


M63291 


Drosophila silvestns alcohol dehydrogenase gene, complete cds 


0.028 


1674 


AF100401 


Influenza B virus B/Guangdong/5/94 segment 8 nonstructural protein 
(NS1) and nonstructural protein (NS2) genes, complete cds 


0.2 


1675 


T TO f\ A A t\ 

U80449 


Caenorhabditis elegans cosmid R10A10 


1.6 


1676 


X15634 


C elegans core histone genes H4(his-10) and H3(his-9) 


0.022 


1677 


AM 050366 


Homo sapiens zinc finger protein, X-linked (ZFX), mRNA 


0.23 


1678 


AE007046 


jviycoDacienum luoercuiosis ujuidjI, section 01 Zo\) 01 tne 
complete genome 


0.062 


1679 


XM 008207 


Homo sapiens glucose-6-phosphatase, catalytic (glycogen storage 
disease type I, von Gierke disease) (G6PC), mRNA 


4E-18 


1680 


AB049118 


Hemicentrotus pulcherrimus mRNA for transcription factor HpLiml, 
complete cds 


0.21 


1681 


XM_002421 


Homo sapiens hypothetical protein FLJ20254 (FLJ20254), mRNA 


4.1 


1682 


X96783 


H.sapiens Syt V gene (genomic and cDNA sequence) 


0.000004 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1683 


U79732 


Plasmodium berghei extrachromosomal plastid PB-2, tRNA-Pro, 
tRNA-Glu, tRNA-Lys, tRNA-Asp, tRNA-Ser, tRNA-Tyr, tRNA-Met, 
tRNA-Leu, tRNA-Cys, and tRNA-His genes, complete sequence, rps4 
gene, complete cds, tRNA-Thr gene, complete sequence, and large 
subu> 


■ 

0.001 


1684 


NCJ)02619 


Pteropus scapulatus mitochondrion, complete genome 


6.3 


1685 


L16679 


Caenorhabditis elegans cosmid K07D8, complete sequence \ 


1.8 


1686 


Y08924 


P.falciparum mRNA for AARP2 protein i 


0.003 


1687 


U32760 


Haemophilus influenzae Rd section 75 of 163 of the complete genome 


2.2 


1688 


AF298624 


Dictyostelium discoideum chromosome 2 repeat region 


0.009 


1689 


XMJ)31155 


Homo sapiens RAS protein activator like 2 (RASAL2), mRNA 


0.33 


1690 


AE006899 


Sulfolobus solfataricus section 258 of 272 of the complete genome 


5 


1691 


U67556 


Methanococcus jannaschii section 98 of 150 of the complete genome 


0,42 


1692 


AKO 12631 


Mus musculus 10, 1 1 days embryo cDNA, RIKEN full-length 
enriched library, cIone:28 1000 1 G20, full insert sequence 


0.064 


1693 


BC007399 


Homo sapiens, clone MGC: 16308 IMAGE:3836 1 16, mRNA, 
complete cds 


0.022 


1694 


AL389897 


Human DNA sequence from clone RP11-110C10 on chromosome 20. 
Contains GSSs, complete sequence [Homo sapiens] 


1E-26 


1695 


Z62421 


Ksapiens CpG island DNA genomic Msel fragment, clone 68h2, 
forward read cpg68h2.ftla 


4E-70 


1696 


BC01O535 


Homo sapiens, clone IMAGE:3456494, mRNA 


0.002 


1697 


Z68319 


Caenorhabditis elegans cosmid T23G7, complete sequence 


0.18 


1698 


U48363 


Mus musculus transcriptional activator alpha-NAC (Naca) gene, 
complete cds 


0.058 


1699 


AF135430 


Ustilago nuda 18S ribosomal RNA gene, partial sequence; internal 
transcribed spacer 1, 5.8S ribosomal RNA gene and internal 
transcribed spacer 2, complete sequence; and 28S ribosomal RNA 
gene, partial sequence 


1.4 


1701 


XM 007461 


Homo sapiens similar to enhancer of rudimentary (Drosophila) 
homolog (H. sapiens) (LOC65719), mRNA 


0.18 


1702 


NM 025083 


Homo sapiens hypothetical protein FLJ21128 (FLJ21128), mRNA 


e-124 


1703 


XM_050592 


Homo sapiens uncharacterized hematopoietic stem/progenitor cells 
protein MDS032 (MDS032), mRNA 


0.068 


1704 


AF277167 


Homo sapiens Makorin RING zinc-finger protein 2 (MKRN2) gene, 
exon4 


2 


1705 


AE001433 


Plasmodium falciparum chromosome 2, section 70 of 73 % of the 
complete sequence 


0.67 


1706 


AF075003 


Homo sapiens full length insert cDNA YH97B03 


0.001 


1707 


NM 011378 


Mus musculus transcriptional regulator, SIN3 A (yeast) (Sin3a), 
mRNA 


0.62 
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SEQ ID 
NO 


ACCESSN 




T) \/AT TTO 


1708 


AE001321 


Chlamydia trachomatis section 48 of 87 of the complete genome 


0.026 


1709 


XM 046388 


nuinu bapjcub MiiLiidr lo eiongauon oi very long cnain tatty acids 
(FENl/Elo2, SUR4/Elo3, yeast)-like 1 (H. sapiens) (LOC92652), 
mRNA 


O.l 


1710 


S55685 


iuvivu.j xjuavaiii icsiMdu^c gene \ repeal sequence/ [mice, vjenomic 
6395 nt] 


5.7 


1711 


AB055378 


Macaca fa^cicnlari^ brain rHMA rlnnp'rVfl A-l noA 


0.22 


1712 


XM 043597 


Homo sapiens centaiirin-alpha 2 protein (HSA272195), mRNA 


1E-20 


1713 


AE007426 


StreDtOCOCCU*! nneiiTnoiiiap cpf*riAtt 1 HQ rxf 104. n-F tV\o ^AtrmlotA rrr ._ _ 
uuw^ivwwbua jjiit'Luuuiuac oCvUUli iU7 Ul A7*r UJL Luc COITipiCiC genome 


0.32 


1714 


AK016519 


A/TllC milCPiilnc orlnlt tt»q1a iodic /%rY\TA "DTVUVr fiill IammU '^t.^. J 

iviud iiiubULuiii duuii iiicuc lesus cj-jjna, ivjjvlijn iuiwengtn enncDCQ 
library, clone:4932411G06, full insert sequence 


e-129 


1715 


AL122033 


S Dombfi chroTnocoTrif* FT pacttii/1 r»lQ91 

u .yf\jiiiu<s will UlilUOwillC JJ. wvfallllU 


0.53 


1716 


AKO 12960 


Mus musculus 10, 11 days embryo cDNA, RLKEN full-length 
wuiuicu iiuiaiy, viujic.^oiuhuivjuj, iiuj insert sequence 


0.075 


1717 


AL590123 


Human DNA sequence from clone RP1 1-473J14 on chromosome X, 

COTTinlptP CPfliiPTiPP rUnmn ccmiVnel 


a i n 


1718 


D17343 


Rattus norvegicus cytochrome P450 2B15 gene, exon 1 


0.66 


1719 


XM 028703 


Homo sanipnQ TCTA A0RRQ nrntf»in Wl A ADfiKOA m"DMA 


A AAAA>I 
0.00004 


1720 


AB060865 


Macaca fascicularis brain cDNA clone:QtrA-l 1953, full insert 


2.3 


1721 


AL133397 


1-Tlimnn T^TSJA CPmiPTirA fmm pinna DDI 01^T1*"» an aVirnmarnmn 

ii uiiioii i-/iN/\ icquciiLc irum cione ivri-zujip on enromosome 
22ql 1.21-12.2, complete sequence [Homo sapiens] 


0.083 


1722 


X58913 


ivuLuuiiuiiunuii i^rubopium eugracuis inuz ana L»m genes (partial) 
and eene^ for fRNA-Trn fRMA-TW qtiH tl?MA rw 


A A*7>l 

0.074 


1723 


AC002359 


Homo sapiens Xp22 Cosmid U239B3 (from Lawrence Livermore X 

1fhrar\A PAmtYlpf/* cpnupnr** 
wjiaijj wuiiipivic Dvi^uviiLfC 


A AAAO 


1724 


AE006322 


T JlPtn^VWiic luetic cnVvtrrk lo^»tic TT ] A(\1 co^iinn Q/l OiO n<P+V»n. 

•Ltdwiuitui/cub ldcus suosp. lacus xjli4uj secuon o4 01 Zio oi tne 
complete genome 


1.8 


1725 


Z71290 


S cerevi^iap rlirnmocnTnp VT\7 rpuHina •fVomo /^DT7 VMT Al^m 


a an 


1726 


XM 005723 


Homo sapiens hypothetical protein PR02859 (PR02859), mRNA 


0.014 


1727 


AF123488 


South River viniQ nolvnTntptn mPMA rnmnlAto r+Ac 
^wuui iuvvi >nud ysjiy ^tiyjidii iiii\jL\/\, vUiupjcie COS 


U.J / 


1728 


D78176 


iviuuoc ior piiiiidiy iraiiscnpi oi ainai natriuretic clearance 


a t\cy 
0.061 


1730 


XM 006871 


FTomo <;anipnQ PtTiflnolflminp lHnacA (T*TC11\ tmTJXIA 


4.1 j 


1731 


AL078640 


Human DNA sequence from clone 536P6 on chromosome 22. 
Contains an EST, complete sequence [Homo sapiens] 


0.07 


1732 


AC092030 


Homo sapiens clone RP1 1-636112, complete sequence 


0.029 


1733 


AK003349 


Mus musculus 18 days embryo cDNA, RIKEN mil-length enriched 
library, clone: 1 1 10003F05, full insert sequence 


0.16 


1734 


AF131767 


Homo sapiens clone 24900 mRNA sequence 


0.2 


1735 


Z74246 


Sxerevisiae chromosome IV reading frame ORF YDL198c 


0.023 


1736 


NM 021401 


Mus musculus secreted and transmembrane 1 (Sectml), mRNA 


0.069 


1737 


AF213931 


Buchnera aphidicola DNA polymerase 111 beta subunit (dnaN) gene, 
complete cds , 


0.68 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1738 


AF288892 


Homo sapiens clone 20r DH4-17/BCL-1 gene fusion reciprocal 
breakpoint sequence 


2 


1739 


X99719 


S.enterica hsdM, hsdS & hsdR genes 


0.23 ■ 


1740 


XM 041866 


Homo sapiens K1AA1468 protein (KIAA1468), mRNA 


5.9 


1741 


AY010113 


Homo sapiens unknown mRNA sequence 


0.64 


1742 


AK009187 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone: 23 10006124, full insert sequence 


* 

4E-23 


1743 


AF130074 


Homo sapiens clone FLB9348 PR02523 mRNA, complete cds 


0.14 


1744 


AJ249165 


Plasmodium falciparum gc-beta gene, exons 1-13 


, 0.OO2 


1745 


AK014565 


Mus musculus 0 day neonate skin cDNA, RIKEN full-length enriched 
library, clone:4632411B12, foil insert sequence 


0.54 


1746 


M15058 


Vaccinia virus (strain WR) Hindin D fragment DNA, complete 


0.15 


1747 


Z16416 


M.pulmonis DNA for insertion sequence IS1138 encoding putative 
transposase 


0.026 


1748 


XM 047638 


Homo sapiens Fzrl protein (FZR1), mRNA 


L2 


1750 


U21853 


Anabaena sp. phycobilisome core component (apcF) gene, complete 
cds, and glutamine synthetase (glnA) gene, partial cds 


0.076 


1751 


AF169454 


Neisseria meningitidis strain Z2491 clone Cm045 unknown sequence 


0.19 


1752 


AF102750 


Apanteles canarsiae 16S large subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.066 


1753 


AF03438& 


Plasmodium falciparum sexual stage antigen (sl6) gene, promoter and 
partial cds 


0.18 


1754 


AB047239 


Staphylococcus aureus DNA, complete structure of cassette 
chromosome(SCC)-like element, strain:ATCC25923 


1.5 


1755 


X98669 


A.thaliana zatl gene 


0.023 


1756 


X16619 


Chlamydomonas reinhardtii ARG7 gene for argininosuccinate lyase 


1.5 ' 


1757 


XM 005488 


Homo sapiens K1AA0354 gene product (KIAA0354), mRNA 


0.063 


1758 


AF1 10966 


HTV-1 isolate C-96BW04.10 country Botswana, complete genome 


LI 


1759 


AF247193 


Mus musculus endobrevin (Vamp8) gene, exon 1 


5.4 , 


1760 


XM 045302 


Homo sapiens proteasome (prosome, macropain) 26S subunit, non- 
ATPase, 5 (PSMD5), mRNA 


0.0008 


1761 


AE006350 


Lactococcus lactis subsp. lactis DL1403 section 112 of 218 of the 
complete genome 


0.69 


1762 


AJ247001 


Anguilla anguilla mitochondrial DNA for partial tRNA-Thr and 
tRNA-Pro genes and D-loop, isolate RM11 


0.052 


1763 


AB024996 


Cicer arietinum mRNA for rac-type small GTP-binding protein, 
complete cds 


1.6 


1764 


M13945 


Mus musculus pim-1 protein kinase gene, complete cds 


5.7 


1765 


AF106842 


Platanus racemosa PlaraLFY protein (PlaraLFY) gene, complete cds 


0.22 


1766 


AF269822 


Staphylococcus epidermidis strain SRI clone step.l024fD3 genomic 
sequence 


7.5 


1767 


AF256830 


Salmo saJar clone BHMS549 microsatellite sequence 


1.8 
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SEQ1D 
NO 


ACCESSN 


DESCRIP 


P VAT TTF 


1768 


AE007395 


StreDtOCOCCUS Dneumoniae «secHnn 7R nf 1 Q4 nf the eomnlptp apnnmp 


1.0 


1769 


AB028896 


StreDtOCOCCUS a&alactiap twiP-cnPT'ifir* rancnlar TmlvoarrViartrlp 

biosynthesis gene region (cosIaA to una eene^ comnlete cds 


ft ft9f 


1770 


AL583831 


Human DNA sequence from clone RP11-469L10 on chromosome 6, 
complete sequence [Homo sapiens] 


ft 15 


1771 


AL354683 


Human DNA Seouence from done PP1 1 cm rhrnmncnmA 9ft 

complete sequence [Homo sapiens] 


0.21 


1772 


XMJ)47524 


Homo saoiens DrOCollaeen Ctvne im N-endnnpntidacp (PCCW 

mRNA 


4.6 


1773 


AC084500 


Caenorhabditis briggsae cosmid G13G15, complete sequence 


0.076 


1774 


M13945 


Mus musculus oim-1 Drotein kinase pptip. rnmnlptp rrfs 


0. x 


1775 


L27474 


Human arginase (ARG1) gene dinucleotide repeat polymorphism, 
intron 5 


ft 11 


1776 


Z79696 


Caenorhabditis elepaiK eosrrriil rnmnlptp cpniipnrp 


1 0 


1777 


AYO 18282 


Oryza sativa microsatellite MRG0607 containing (AT)X14, closest to 
marker C 132 pennmir «pnnpnr*» 


A A*71 
U.U/1 


1778 


AF1 14938 


OaCdutJ uni}L£o bp. LTKJ LoiD 51 Hall SuDunil liDOSOIIlai KiNA gene, 

mitochondrial gene for mitochondrial RNA, complete sequence 


0.078 


1779 


AF170085 


Homo sapiens Charcot-Leyden crystal protein gene, partial sequence 


6E-18 


1780 


Y08919 


P fle<niQ mRNA fhr nS'? tvmtpin 

A .llvOUS VI t A ±\J1 UJJ Ul UIC111 


A ACT 


1781 


L46868 


x Lyy <ii wbULiia uxuuci uoiiunaiii expression sue \ucto) gene, promoter 
region 




1782 


AF157008 


x luiiua uuiwio 9cu M ixiuuiiipd.uuuiLy abbucidicu nuouuLiease gene, 
complete cds 


ft AA ' 


1783 


ABO 17459 


Carabus sylvestris mitochondrial ND5 gene, isolate: Baumgartner 
Austria. Dartial cds 


ft ftOO 


1784 


AJ294714 


Pichia anomala leu2 eene for beta-isonronvlmalate dehvdrAffenaQe 


ft 96 


1785 


AF125972 


Caenorhabditis elegans cosmid H25P19 


0.64 


1786 


AB015413 


Helicobacter Dvlori caeA eene comDiete cds strain ATCCAISm 1 


1.. J 


1787 


AK021477 


Homo sapiens cDNA FLJ1 1415 fis, clone HEMB A 1000942 


7E-12 


1788 


AC006812 


Caenorhabditis elegans cosmid Y64H9A, complete sequence 


0.63 


1789 


XM 004181 


Homo saniens meffakarvocvt£-£TihaTir.p/l optip tranorrint 1 nmtpin 

oujyiviij iiiv ccu\ul J UvT iv will lAU^ivU J£Vllw UcLUOVi ILsi. JL Ul I /I C.I II 

(MEGT1), mRNA * 


7E-66 


1790 


AJ236640 


Homo sapiens chromosome 22 CpG island DNA, genomic Msel 
fragment, clone 22CGIB49A20 , complete read 


9E-19 


1791 


XM 041751 


Homo sapiens discoidin domain receptor family, member 1 (DDR1), 
mRNA 


3.5 


1792 


AL034546 


Human DNA sequence from clone RP5-898I4 on chromosome 
22ql3.33 Contains a GSS and a putative CpG island, complete 
sequence [Homo sapiens] 


0.000005 


1793 


AJ006873 


Buchnera aphidicola plasmid pBUsl, repA2 gene, leuA gene and 
ORF1 


0.23 ! 
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SEQE> 
NO 


ACCESSN 


DESCR3P 


P VALUE 


1794 


X79779 


S tuberosum KST1 mRNA 


0.67 


1795 


AF371373 


Cricetulus griseus hypothetical protein Al-3 mRNA, complete cds 


0.61 


1796 


AF165082 


PnltarhiiiQ virpn<» PvtPjrhTnTTip \\ ppfie nnttinl pHc* iTiit(v;HftTidrifll petig 
for mitochondrial nToduct 

1V1 1111 lUwilUUUl 1CU UlUUUvl 


0.53 


1797 


AF00741R 


^trpntftrnrriTQ nnenmnniAe ^fvtifvn 101 of 1Q4 of the comnlete penome 

OU vylUwwwW L/llVU-lllV/lllQW gWwuvll Ivl UJ. Ui Ulv WUlUlvlv gvUUlUv 


0.027 


1798 


Y670R2 


T-T c^nipnc A\ , TRP optip tTJiti^printioii rpOTilfltoTv TP. Pi on 


0.006 


1799 


AT 1 

alii lyjjj 


Homo sapiens mRNA; cDNA DKFZp586E2024 (from clone 


5.2 


1800 


AB048972 


Macaca fascicularis brain cDNA, clone: QnpA-12040 


0.53 


1801 


Al Vi_\J J V O v-/ 


WVvrrm cqt\ipt»c ^A»T^hsicp fVhncnhOTYTOtPiTi 10 fil^ email mirlpoljir 

rihomiclponrntein^ /MPHOSPHIO'l mRNA 


0.18 


1802 


AF123488 


South River virus polyprotein mRNA, complete cds 


0.49 


1803 


AB027590 


OoA*Vilirmt«i Qrictrt1n^*ViiQp ■mitrtpVinni'lriol mPNA firtT ^JATYH 
r aLiillupia dilalUiULIliaC iiiilULiivJiiU.1 la 1 IitlxlNrv iui i>rvk/n 

dehydrogenase subunit 5, partial cds 


0.024 


1804 


JUU0O7 


P l Vnr > Vi»'n rplliilaT tvivr rtTAtn-nncnoPTiP fwmnl PtP crtc 


0.008 


1805 




Homo sapiens similar to protein kinase C binding protein 1 (H. 


0.009 


1806 


ADUxJ'rOO 


Homo sapiens gene for histamine H2 receptor, promoter region and 

CUllipiCLv UUS> 


0.064 


1807 


no i 1 


JL/lCiyOblcllUIIl UlaCOluCUni lllllU^UVLlUJ ial Lfi\t\ 


0.21 


1808 




Araoioopsis inaiiana puiauve uuiyujooroiaic aeuyurogeiiase 


53 


1809 




Clostridium difficile purL gene for formylglycinamidine 

rfhr\ntiplf»ntidp cvnthptacp {"FOAM ovnthptnse^ romnlefp cd<! 


0.019 


1810 




Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 

lihrarv **lonp'9fi1fl^l 5 fill) inQfitt eennence 


2.2 


1811 


AF044202 


Drosophila melanogaster glutamate receptor DGluRIIB mRNA, 
complete cds 


0.008 


1812 


AK026967 


Homo sapiens cDNA: FLJ23314 fis, clone HEP11989 


0.66 


1813 




\Azif+ckf*d facpipiilaric hrain pTYNJA p1onp*OnnA-51Rfil 


0.4 


1814 


A1UO / 1 


UiirnQTi DMA for plntiontinTi fflpfftT ^olrwie 


4.7 


1815 


AE000001 


"NAvr»nrkl*»cma •nnpiiTtifMiiap cppHati 1f> nf fi"^ tbp rnnrinlptfi 

Iviyt'UUldbllul jJllClililUlllaC dwUUIUXI XV Ul UJ ux uiiw wVJXll^/xvtv 

genome 


1.9 


1816 


AK002671 


Mus musculus adult male kidney cDN A, RIKEN full-length enriched 
library, clone:0610025N14, foil insert sequence 


0.052 


1817 


AF202903 


Sporopachydermia cereana var. D77-321B internal transcribed spacer 
1, 5.8S ribosomal RNA gene and internal transcribed spacer 2, 
complete sequence; and large subunit ribosomal RNA gene, partial 
sequence 


0.5 


1819 


L42167 


Mus musculus (clone R24) rds gene, partial cds 


0.16 


1820 


XM 027078 


Homo sapiens ATPase, Class V, type 10D (ATP10D), mRNA 


0.16 


1821 


L27619 


Macaca nemestrina T-cell receptor beta chain V region (Vbl5 J) 
gene, partial cds 


0.016 
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SEQID 
NO 


ACCESSN 




D \7AT TTO 


1822 


BC003900 


Mus musculus, Similar to hypothetical protein 384D8_6, clone 
lvivji^.u /uu j-ivjLrvvjxi. jovizyo, iiLtviNrv, complete CQS 


U.D1 


1823 


XM 050561 


Homo sapiens K1AA0700 protein (KIAA0700), mRNA 


0.51 


1824 


S66407 


riui** icucpiui lyxobine Kindse isoionn riv i*f long \j region, 
alternatively spliced} [human, mRNA Partial, 216 nt] 


8E-36 


1825 


AYOORROS 

jTV X vvOOuJ 


iLquub L/dudJiua rcunoojasioina ^xvJDij gene, paruai cos 


U.UDo 


1826 


AJ276629 


i\auus norvegicus oacmzx/Ki i-a mtergemc region, napiotype Kl in 
and partial RT1-A gene for MHC Class I antigen 


3.7 


1827 


AOTI9QQ75 
r%r\jzyy id 


rLucaiypius grancus jviftua dox protein (iiuMij mKJNA, complete cas 


1.2 


1828 


AT lfiQ7fiR 


Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 


0.019 


1829 


AF270353 


aiapnyiococcus epiaermicus strain oki clone step.4Uz5ai>2 genomic - 
sequence 


0.051 


1831 




juiciyosieiiurn aiscoiaeum moqa ^moQA) gene, complete cos 


ft c 

0.5 


1832 




Mycoplasma pneumoniae Cys-tRNA, Pro-tRNA, Met-tRNA, He- 
ukjna, ocr-iruNA, iMet-iKiNA, Asp-tKi\A ana rne-tKiMA genes 


1.1 


1833 




nomo sapiens kin a ^guanine- /-j metnyitransterase (kjnmi j, mRNA 


ft c 

0.5 


1834 


AF108228 


Ginkgo biloba GinLFY protein (GinLFY) gene, complete cds 


4.2 


1836 


y\yf fi^QQAO 
-AiVl Ufyj/Hj 


Homo sapiens topoisomerase (DNA) II alpha (170kD) (TOP2A), 


A AH 

0.47 


1837 




Aulopus japonicus mitochondrion, complete genome 


3.1 


1838 


AT7ftfi1 TOO 


Plasmodium falciparum chromosome 2, section 36 of 73 of the 
complete sequence 


A AAO 
U.UU5 


1839 


U53695 


Leishmania enriettii multidrug resistance (lemdrl) gene, 5' UTR 


0.5 


1840 




oaimo saiar cione dj-imd /-uuy microsateiiite sequence 


a n 

0.7 


1841 


ATZ.5;0 /l 


Acineta superba tRNA-Leu (trnL) gene, partial sequence; and trnL-F 
intergenic spacer region, complete sequence; chloroplast gene for 
cxuoropiast product 


5.4 


1842 


AL032651 


Caenorhabditis elegans cosmid Y6D1A, complete sequence 


0.019 


1844 


XMJ)34229 


Homo sapiens similar to hypothetical protein FLJ 14260 (H. sapiens) 
(LOC90803), mRNA 


0.068 


1845 


AT 1T7191 


Human DNA sequence from clone RP11-122K21 on chromosome 13, 
complete sequence [riomo sapiensj 


e-i4/ 


1846 


AF137535 


Dairio rerio clone Darp-DA W DAXX nrntein nYRNA narrial cd<s 


1.7 


1847 


AK023539 


Homo sapiens cDNA FLF13477 fis, clone PLACE1003638 


0.21 


1848 


AF218799 


Gallus gallus clone LDH-BT1 lactate dehydrogenase B mRNA, 
complete cds 


6.4 


1849 


AF250345 


Xenopus laevis early growth response protein mRNA, complete cds 


0.52 


1850 


BC006858 


Mus musculus, clone IMAGE: 3 594635, mRNA 


1.5 


1852 


XM 006782 


Homo sapiens cyclin Tl (CCNT1), mRNA 


0.092 


1853 


J03883 


Rabbit zeta-1 globin processed pseudogene, complete cds 


1.5 



282 



BNSDOCID: <WO 0214500A2J_> 



WO 02/14500 



PCI7US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
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P VALUE 


1854 


AF349951 


Homo sapiens HP95 mRNA, complete cds 


3E-09 


1855 


AF268062 


Candidates Caisonella ruddii natural-host Bactericera cockerelli RNA 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subunit (rpoC) genes, partial cds 


0.17 


. 1856 


AF1 14508 


Uncultured gamma proteobacterium SUR-ATT-8 16S ribosomal RNA 
gene, complete'sequence 


1.5 


1857 


AE006785 


Sulfolobus solfataricus section 144 of 272 of the complete genome 


0.091 


1858 


AF078684 


Psoroptes ovis glutathione S-transferase mRNA, complete cds 


0.0006 


1859 


BC004671 


Mus musculus, FK506 binding protein la (12 kDa), clone MGC:6253 
JMAGE'3498682 mRNA. comolete cds 


0.12 


1860 


NM 025083 


Homo sapiens hypothetical protein FLJ21128 (FU21128), mRNA 


e-121 


1861 


RP004161 


Homo sapiens, transmembrane 4 superfamily member (tetraspan NET- 
7^ clone MGC- 2447 TMAGE-2958221 mRNA. conrolete cds 


0.051 


1862 


O Ks\J \J 7 O J J 


Unmn cnrnpnc Similar tn niir1f»n1ifi p.lnrtft f\4fi(*** 16^54. 

JJ.VJLrt.VJJ_/. J J£\i£*L, ( y J-UXXJ.N rt, tA/lllLVivlw VU3 


e-171 


1863 




Mus musculus adult male testis cDNA, RIKEN full-length enriched 

HVrrAfv clnne'-lQ^^lOP^ ttill inQert seonence 


0.019 


1864 


AF334756 


Homo Aniens interleukin-1 HY2 (TL1HY2^ gene comDlete cds 


1.5 


1865 


Z68881 


Human DNA ^enuence from cosmid LI 18G10 Himtinston's Disease 
Region, chromosome 4pl6.3 


0.005 


1866 


AJ277737 


Homo carjienc nartial POLR2J2 eene for RPB1 lbl nroteirL intron 4 
(1824 BP) 


0.0000001 


1867 


XM 051572 


Homo sapiens heat shock transcription factor 2 (HSF2), mRNA 


1E-11 


1868 


AF256918 


Salmo salar clone BHMS267 microsatellite sequence 


0.11 


1869 


AE000557 


Helicobacter pylori 26695 section 35 of 134 of the complete genome 


0.17 


1870 


XM.050469 


Homo sapiens ferritin, light polypeptide (FIL), mRNA 


0.081 


1871 


XM 042818 


Homo sapiens homeo box D4 (HOXD4), mRNA 


0.24 


1872 


AB035093 


P^rnrria "x hvhrida mRNA for lateral <shoot inducing factor comDlete 
cds 


1.9 


1873 


AE006184 


Pa tfeurella mnltocida PM70 section 151 of 204 of the comolete 
genome 


5.6 


1874 


AE006880 


Sulfolobus solfataricus section 239 of 272 of the complete genome 


3.3 


1875 


NC 002669 


Bacteriophage bIL310, complete genome 


4.7 


1876 


AK012924 


Mus musculus 10, 11 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810048H02, Ml insert sequence 


1.8 


1877 


XM_032188 


Homo sapiens cell division cycle 27 (CDC27), mRNA 


5.5 


1878 


M33662 


Hamster G-o protein alpha subunit 2 mRNA, complete cds 


5.8 


1879 


Y00478 


L.esculentum LEAC02 gene 


0.28 


1880 


XMJ)50519 


Homo sapiens annexin A2 (ANXA2), mRNA 


8E-34 


1881 


AF054822 


Drosophila melanogaster activinbeta precursor, gene, partial cds 


0.43 
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SEQED 
NO 


ACCESSN 




P VAT TTP 

r VAJLU.C 


1882 


AB062967 


Macaca fascicularis brain cDNA clone;QmoA-10357, full insert 
sequence 


1 7 


1883 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig 


A 6 A 


1884 


AF378137 


Plasmodium falciparum clone g2-4-4#5 MB2 gene, partial cds 


0.081 [ 


1885 


XM 011791 


Homo <5flnien<; laminin pamma 3 fl A\AC*1\ mPXT A 


Jil-JO 


1886 


XM 007214 


Homo sapiens hypothetical protein FLJ10956 (FLJ10956), mRNA 


e-119 


1887 


AF227741 


Rattus norvegicus protein kinase WNK1 (WNK1) mRNA, complete 
cds 


u.yo 


1888 


AL359578 


Homo sapiens mRNA; cDNA DKFZp547N163 (from clone 
DKFZd547N163^ 


A AA'J 
U.UOj 


1889 


AE002841 


T")rACnnfiiln mplaTiAonctpr tre*nr\min c^o-FfXlrl 1AOAAAA1 'i'iQ^AHQ 
ui\Jit\jpiill(i lllcioJlUgdSlcr gCIlUIUlw SCdliOIu i*rZUUUUl J JoD*f /o, 

coinnlptp QwniPTtee 


A 1 o 

u.iy 


1890 


X01121 


Mycoplasma capricolum genes for ribosomal proteins S8 and L6 


0.5 


1892 


AF082924 


Trissolcus basalis cytochrome oxidase II gene, partial cds; and tRNA- 
Asp and tRNA-Lys genes, complete sequence; mitochondrial genes for 
iiuiuuiiuiiuriai prouucis 


A AO 

U.U2 


1893 




Mus musculus, Similar to RIKEN cDNA 1 1 10002A15 gene, clone 
ivivj^.j. u /<* Jivift.vjc.jjy/Dy4, niKiN/v, complete cos 


1.4 


1894 


U29721 


Entamoeba histolytica p21racB (Eh racB) gene, partial cds 


0.15 


1895 


AK023959 

A.lvvi- J7J7 


Homn canipTic rTlWA PT T1 ^5107 -fie rlnnp TTTV"BI*^inAT7AA "'• 
nuniu tsdpiciib LL/lN/\ rLJljoy I us, cione Irll ivUlUUl /uo 


A 1 *7 


1896 


XM 038475 


numu oapjciis iJx\rz-jr johj jluz proiem ^i^ivr z^rjo^fj luz J, mKJNA 


OlS-JJ 


1897 


AT 010164 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
jjuiii tonug j~yj, compicic sequence 


1 1 

1.1 


1898 


AF176059 


Helcon sp. 16S ribosomal RNA gene, partial sequence; mitochondrial 

<ypTiP *fnr mit/vlifYnflrial nmrli'i/H- 

gwllC JUI llULUCllUllUi IcU piUUULL 


A AAO 


1899 


L34640 


Homo sapiens platelet/endothelial cell adhesion molecule-1 (PECAM- 
1) gene, exons 7, 8 and 9 


0.007 


1901 


AC026061 


Homo sapiens BAC clone RP11-223K9 from Y, complete sequence 


L5 


1902 


AF188516 


Qf anlii/l nrnrni c Qnrpnc Rmr- T^Tv^foin Chi A ( cV\l A \ nana nnmnlofo 

ouipiiyiuLutuub a ureus AJiiu-iiKc proiein ooi/v {soi/v gene, compieie 
cds 


0.08 


1903 


AL360177 


Human DNA sequence from clone RP1 1-86K9 on chromosome 10, 
complete sequence [Homo sapiens] 


0.077 


1904 


L76261 


Meloidogyne javanica mitochondrial transfer RNA His, 16S ribosomal 
RNA (16S rRNA) genes, ND3 gene, complete cds, and cytochrome b 
gene, 5* end of CDS 


0.17 


1905 


XMJ)42904 


Homo sapiens mitochondrial ribosomal protein S25 (MRPS25), 
mRNA 


2 


1906 


XM 051831 4 


Homo sapiens similar to CYTOCHROME P450 51 (CYPL1) 
(P450L1) (STEROL 14-ALPHA DEMETHYLASE) (LANOSTEROL 
14-ALPHA DEMETHYLASE) (LDM) (P450-14DM) (H. sapiens) 
(LOC93525), mRNA 


0.66 
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1907 


XMM2289 


Homo sapiens cytoskeleton associated protein 2 (CKAP2), mRNA 


2 


1908 


U44391 


Human Down Syndrome region of chromosome 21, clone A12H1-1B2 


0.008 


1909 


L04961 


Mouse nuclear-localized inactive X-specific transcript (Xist) mRNA 


1,8 


1910 


X61202 


Methanococcus voltae firuA, fruB, firuG genes for subunits of F420- 
reducing hydrogenase and fruD orf 


0.078 


1911 


AP000242 


Homo sapiens genomic DNA, chromosome 21q22.1, clonei43Dll, 
SOD-AML region, complete sequence 


0.0001 


1912 


AL023777 


S.pombe chromosome HI cosmid cl827 


0.66 


1913 


XM_038450 


Homo sapiens hypothetical protein FU20694 (FLJ20694), mRNA 


0 


1914 


AF129510 


Mus musculus DACH protein (Dach) mRNA, complete cds 


2.1 


1915 


AE001405 


Plasmodium falciparum chromosome 2, section 42 of 73 of the 
complete sequence 


0.18 


1916 


XUJ)39566 


Homo sapiens K1AA0948 protein (KIAA0948), mRNA 


6.8 


1917 


AP001431 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:T1492, 
LB7T-ERG region, complete sequence 


0.074 


1918 


AF329137 


Camelus bactrianus microsatellite Cmsl sequence 


O.008 


1919 


NM 003816 


Homo sapiens a disintegrin and metalloproteinase domain 9 (meltrin 
gamma) (ADAM9), mRNA 


1E-17 


1920 


AE001414 


Plasmodium falciparum chromosome 2, section 51 of 73 of the 
complete sequence 


0.001 


1921 


U95074 


Caenorhabditis elegans protein disulphide isomerase isofonn I (pdi-1) 
and cyclophilin isoform 9 (cyp-9) genes, complete cds 


0.029 


1922 


AB019534 


Homo sapiens gene for cathepsin L2, complete cds 


0.07 


1923 


AJ133777 


Arabidopsis thaliana mRNA for gamma-adaptin 2 


6.6 


1924 


XM 001304 


Homo sapiens cyclin-dependent kinase inhibitor 2C (pi 8, inhibits 
CDK4) (CDKN2C), mRNA 


0.25 


1925 


AB037166 


Clostridium botulinum genes for ORF-22, HA-70, HA-17, HA-33, 
NTNHA, neurotoxin, complete cds 


0.2 


1926 


Z48243 


A.thaliana PARP mRNA for PARP protein 


0.081 


1927 


XM 041006 


Homo sapiens choreoacanthocytosis gene; KIAA0986 protein 
(KIAA0986), mRNA 


0.25 


1928 


XM 050592 


Homo sapiens uncharacterized hematopoietic stem/progenitor cells 
protein MDS032 (MDS032), mRNA 


0,083 


1929 


U34610 


Mus musculus aIpha-l(XVm) collagen (COL18A1) gene, exon 6 and 
7 


0.008 


1930 


BC007658 


Homo sapiens, clone MGC:747 IMAGE:3343994, mRNA, complete 
cds 


6E-50 


1931 


AL451135 


Human DNA sequence from clone RP11-45G20 on chromosome 6, 
complete sequence [Homo sapiens] 


2 


1932 


AB004883 


Marchantia paleacea mRNA for iibulose 1,5-bisphosphate 
carboxylase/oxygenase small subunit, complete cds 


0.26 
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1933 


AF019973 


Rattus norvegicus neuron-specific enolase (NSE) mRNA, complete 
cds 


0.22 ■ 


1934 


AF231684 


Drosophila melanogaster outstretched (os) gene, complete cds 


0.75 


1935 


AC079136 


Homo sapiens clone RP11-153L12, complete sequence 


0.75 


1936 


AE006611 


Streptococcus pyogenes Ml GAS strain SF370, section 140 of 167 of 
the complete genome 


1.5 - 


1937 


AE007418 


Streptococcus pneumoniae section 101 of 194 of the complete genome 


0.029 


1938 


L26949 


Simian immunodeficiency virus (T5) surface envelope glycoprotein 
proviral gene, 5' end 


0.027 


1939 


AF343914 


Campylobacter jejuni NCTC 11828 LOS biosynthesis cluster, partial 
sequence 1 


0.58 


1940 


Z69925 


Human DNA sequence from clone LL22NC03-116A5 on chromosome 
22 Contains GSSs, complete sequence [Homo sapiens] 


6.2 


1941 


U96876 


Homo sapiens insulin induced protein 1 (INSIG1) gene, complete cds 


0.78 


1942 


XM_030024 


Homo sapiens similar to protein kinase C binding protein 1 (H. 
sapiens) (LOC90218), mRNA 

XT * > * 7 ._ 


0.009 


1943 


AF226993 


Rattus norvegicus selective LIM binding factor mRNA, complete cds 


0.7 


1944 


AF033037 


Plasmodium falciparum merozoite surface protein 4, merozoite 
surface protein 5, merozoite surface protein 2, and adenylosuccinate 
lyase genes, complete cds 


0.69 


1945 


AB053087 


Human immunodeficiency virus type 1 pol gene, reverse transcriptase 
amino terminal part, partial cds, 99JP-NH3-II plasma virus 
clone:NH3RT-V3-2-9 


0.028 


1946 


XMJW3335 


Homo sapiens hypthetical protein PR02389 (PR02389), mRNA 


0.0001 j 


1947 


XM 010334 


Homo sapiens transducin (beta)-like 1 (TBL1), mRNA 


2.2 


1948 


AK003943 


Mus musculus 18 days embryo cDNA, RKEN full-length enriched 
library, clone: 1110028F11, full insert sequence 


2E-10 


1949 


AF085600 


Drosophila melanogaster inorganic pyrophosphatase NURF-38 (Nurf- 
38) gene, complete cds 


0.78 


1950 


U79731 


Plasmodium berghei extrachromosomal plastid PB-1, ORF470 gene, 
partial cds, tRNA-Thr, large subunit ribosomal RNA, tRNA-Met, 
tRNA-Arg, tRNA-Val, tRNA-Arg, tRNA-Leu, tRNA-Asn, tRNA-Ala, 
and small subunit ribosomal RNA genes, complete sequences 


0.72 


1951 


AK022877 


Homo sapiens cDNA FLJ12815 fis, clone NT2RP2002546 


0.003 


1952 


M62755 


Potato 4-coumarate~CoA ligase (St4Cl-l) gene, complete cds 


0.085 


1953 


AK017902 


Mus musculus adult male thymus cDNA, RIKEN full-length enriched 
library, clone: 5 830406 J20, full insert sequence 


! 2.3 


1954 


AF164418 


Sorghum bicolor maturase (matK) gene, complete cds; chloroplast 
gene for chloroplast product 


0.078 


1955 


X54567 


Human MFD22 dinucleotide repeat DNA 


3E-13 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1956 


AB056832 


Macaca fascicularis brain cDNA clone:QflA-14079, full insert 
sequence 


0.00009 


1957 

X 7 <J / 


XM.034132 


Homo sapiens ubiquitously transcribed tetratricopeptide repeat gene, 
Y chromosome (UTY), mRNA 


7 




L09706 


Homo sapiens complement component 2 (C2) gene allele b, exons 1 
through 8 


0.24 




XM 017231 


Homo sapiens hypothetical protein FLJ23 342 (FLJ23342), mRNA 


8E-76 


ivou 


X83989 


Rpalustris chloroplast rbcL gene, promoter region 


0.003 ) 


1 0^1 


AK025090 


Homo sapiens cDNA: FLJ21437 fis, clone COL04285 


0 


lyo/. 


AK013805 


Mus musculus adult male hippocampus cDNA, RJKEN full-length 
enriched library, clone:2900079F10, full insert sequence 


0.14 


1963 


AE006210 


Pasteurella multocidaPM70 section 177 of 204 of the complete 
genome 


0.042 


1964 


AF075080 


Homo sapiens full length insert cDNA YQ80D07 


0.000001 


1 Q£S 


D42118 


Tobacco gene for par As protein, promoter region and partial cds 


0.009 . 


lyoo 


AF269350 


Staphylococcus epidermidis strain SRI clone step.l002dl2 genomic 
sequence 


2.3 


Lyo J 


AF068904 


Staphylococcus aureus cell division protein FtsZ (ftsZ) gene, partial 
cds; YlrnD (ylmD), YImE (ylmE), YlmF (ylroF), YlmG (ylmG), and 
YlmH (ylmH) genes, complete cds; and cell division protein DivIVA 
(divIVA) gene, partial cds 


0.19 




AL589920 


Human DNA sequence from clone RP1 1-1 17A20 on chromosome 6, 
complete sequence [Homo sapiens] 


0.003 




AF027688 


Mus musculus survival motor neuron (Smn) gene, promoter region 
and partial cds 


0.56 




AL049340 


Homo sapiens mRNA; cDNA DKFZp564P056 (from clone 
DKFZp564P056) 


0.25 


1071 


AJ223385 


Fowlpox virus strain HP-440 DNA, isolate FP9, 14,6 kb fragment 


0.25 


1972 


U25354 1 


Human mitochondrial DNA control region, Indonesian, sequence 1 of 
60 


3E-65 


107^ 

iyij 


AF269868 


Staphylococcus epidermidis strain SRI clone step.l027g02 genomic 
sequence 


0.083 




AE003326 


Drosophila melanogaster genomic scaffold 142000013385598, 
complete sequence 


0.087 


1975 


XM 050217 


Homo sapiens RNA binding protein (LOC84549), mRNA 


2.1 


1Q76 
iy /o 


AE001402 


Plasmodium falciparum chromosome 2, section 39 of 73 of the 
complete sequence 


0.026 


1977 


XM 001935 


Homo sapiens forkhead box D2 (FOXD2), mRNA 


2.1 


1978 


AL590384 


Human DNA sequence from clone RP11-349A16 on chromosome 
Xq22.3-24, complete sequence [Homo sapiens] 


0.008 


1979 


AL1 17050 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


2.2 


1980 


XM 037529 


Homo sapiens KIAA0410 gene product (KIAA0410), mRNA 


2.3 


1981 


X56212 


C.elegans gene for vitellogenin 


1.8 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1982 


AF231684 


Drosophila melanogaster outstretched (os) gene, complete cds 


0.7 


1983 


AB032264 


Dardo rerio mRNA for glycogen synthase kinase 3 alpha, complete 
cds 


2.2 


1984 


AK022877 


Homo sapiens cDNA FLJ12815 fis, clone NT2RP2002546 


0.009 


1985 


U89140 


Mus musculus aldose reductase gene, promoter region and exon 1 


0.69 


1986 


M37036 


Rat nucleolar proteins B23.1 and B23.2 


0.086 


1987 


XM 035498 


Homo sapiens amiloride-sensitive cation channel 2, neuronal 
(ACCN2), mRNA 


0.25 


1988 


U40944 


Caenorhabditis elegans cosmidPDBl, complete sequence 


0.025 


1989 


AF102762 


Dasylagon n. sp. 'Mardulyn & Whitfield* 16S large subunit ribosomal 
RNA gene, partial sequence; mitochondrial gene for mitochondrial 
product 


0.24 


1990 


AF247631 


Maoricicada iolanthe cytochrome oxidase subunit I (COI) gene, 
partial cds; mitochondrial gene for mitochondrial product 


0.026 


1991 


Z81538 


Caenorhabditis elegans cosmid F45H10, complete sequence 


6.2 


1992 


Z72516 


Caenorhabditis elegans cosmid T25G3, complete sequence 


0.75 


1993 


AEO022O1 


Chlamydophila pneumoniae AR39, section 32 of 94 of the complete 
genome 


6.6 


1994 


NMJ)03816 


Homo sapiens a disintegrin and metalloproteinase domain 9 (meltrin 
gamma) (ADAM9), mRNA 


2E-17 


1995 


AL158132 


Human DNA sequence from clone RP3-323A24 on chromosome 4. 
Contains GSSs and a putative CpG island, complete sequence [Homo 
sapiens] 


0.074 


1996 


NM 023122 


Mus musculus glycoprotein m6b (Gpm6b), mRNA 


5.7 


1997 


AF0145O2 


Glycine max seed coat peroxidase precursor (Ep) gene, complete cds 


1.8 


1998 


AJ270226 


Entodinium caudatum partial mRNA for putative glycosyltransferase, 
clone L48 


2.1 


1999 


AF159913 


Euplotes crassus transposon Tecl clone Tecl-2 orf 2 and orf 3 
pseudogenes, complete sequence 


0.011 


2000 


AF101309 


Caenorhabditis elegans cosmid H24G06, complete sequence 


2.2 


2001 


AB021240 


Hypseleotris compressus mitochondrial gene for Cytochrome b, 
complete cds 


0.022 


2002 


AC078798 


Homo sapiens 3 BAC PAC-56F1 1 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


0.001 


2003 


AK021504 


Homo sapiens cDNA FLJ11442 fis, clone HEMBA1001327 


0.76 


2004 


AF3 14531 


Chilli leaf curl virus A component complete sequence 


0.23 


2005 


XM 047794 


Homo sapiens KIAA1641 protein (KIAA1641), mRNA 


e-123 


2006 


AC079136 


Homo sapiens clone RP11-153L12, complete sequence 


0.65 


2007 


AE001422 


Plasmodium falciparum chromosome 2, section 59 of 73 of the 
complete sequence 


0.001 


2009 


AJ306692 


Drosophila virilis ORF1, rpL14 gene and ORF2 


0.26 


2010 


AC084242 


Arabidopsis thaliana chromosome 1 BAC T24P22 genomic sequence, 
complete sequence 


0.72 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2011 


Z16768 


ti. sapiens (D 12590; DNA segment containing (CA) repeat; clone 
AFM172xd8; single read 


0.058 


2012 


AF3 11633 


Eimeria nieschulzi ORF470 gene, partial cds; apicoplast gene for 
apicoplast product 


1.9 


2013 


VTV/T AIOOI'J 

yuvi vlZyjj 


xiomo sapiens nypotneucai protein ru lib jo vrkJHo3o), mKXSA 


2.5 


2014 


Anm^i on 


Homo sapiens RHD gene, intron 2, complete sequence 


l.D 


2015 


InC_UUZ133 


Pleurotus ostreatus mitochondrial plasmid mlpl, complete sequence 


0.22 


2016 


AF085619 


Elgaria paucicarinata NADH dehydrogenase subunit I (ND1) gene, 
partial cds; tRNA-Ile, tRNA-Gln, and tRNA-Met genes, complete 
sequence; NADH dehydrogenase subunit n (ND2) gene, complete cds; 
tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr genes, 
O 


2.3 


2017 


D85424 


Homo sapiens gene for alphaSl -casein, S'flanking region 


0.077 


2018 


AE001138 


Borrelia burgdorferi (section 24 of 70) of the complete genome 


0.026 


2019 


BC007114 


Homo sapiens, clone IMAGE:4295422, mRNA 


0.23 


2020 


AF080510 


Homo sapiens mannose-binding protein gene, exon 4 and complete 
cds 


0.00001 


2022 


XM 027941 


Homo sapiens hypothetical protein DKF2p761J139 (DKFZp761J139), 
mRNA 


0.003 


2023 


Z68996 


H.sapiens mRNA for immunoglobulin kappa light chain VJ region 
(ID POM021) 


0.15 


2024 


AB049191 


Mus musculus DNA, clone:lambda4/6, endogenous mouse mammary 
tumor virus LTR region 


0.15 


2025 


U62057 


Mycoplasma capricolum NADH oxidase (naox) gene, partial cds, and 
lipoate-protein ligase (lpla), pyruvate dehydrogenase EI alpha subunit 
(odpa), pyruvate dehydrogenase EI beta subunit (odpb), pyruvate 
dehydrogenase EH (odp2), dihydrolipoamide dehydroge> 


3 


2026 


AY0 18527 


Oryza sativa roicrosatellite MRG0852 containing (AT)X17, genomic 
sequence 


O.O0O3 


2027 


AF266084 


Phyllopetalia apicahs large subunit ribosomal RNA gene, partial 
sequence; tRNA-Valine gene, complete sequence; and small subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for 
mitochondrial products 


A f\f\(\ 

u.uoy 


2028 


AF249912 


vjucumis meio gaiacunoi syniaase vvjAoij gene, upstream sequence 
and partial cds 


0.021 


2029 


XM_048172 


Homo sapiens hypothetical protein DKFZp434F1017 
(PKFZP434F1017), mRNA 


6.5 


2030 


AF367436 


Erysimum cheiri chloroplast outer envelope membrane protein 
mRNA, complete cds 


1.2 


2031 


AE135026 


Homo sapiens kallikrein-like protein 3 (KLK9) gene, complete cds, 
alternatively spliced 


0.76 


2032 


Z69782 


A.thermophilum xylR gene, xynA gene and alfA gene 


0.0004 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2033 


NM 013730 


Mus musculus sienaline Ivmohocvte activation molecule (Slam), 
mRNA 


6.4 ■ 


2034 


NC 002811 


Tarsius bancanus mitochondrion, complete genome 


0.69 


2035 


AF1 84822 


Arabidopsis thaliana inhibitor tagged site ITS55 genomic sequence 


0.24 


2036 


AE006626 


Streptococcus pyogenes Ml GAS strain SF370, section 155 of 167 of 
the cornnlete eenome 


5.4 


2037 


AF324424 


Ichthyophthirius multifiliis immobilization antigen isoform (IAG52A) 
eene comolete cds 


0.003 


2038 


AL391223 


Human chromosome 14 DNA sequence Partial sequence from BAC R- 
325N7 PCR1 of library RPCI-1 1 from chromosome 14 of Homo 
sapiens (Human), complete sequence 


6.3 


2040 


AF^69348 


Rabies virus V231.RB phosphoprotein (P) gene, complete cds 


1.4 


2041 


AFft^6fi6 


Apis mellifera sn-glycerol-3-phosphate dehydrogenase (Gpdh) gene, 

rwmnlete cd<5 


0.25 


2042 


vy ni 1 SS^ 

-AJVJ. VILJJJ 


Homo sapiens aldo-keto reductase family 1, member Dl (delta 4-3- 
ketnsteroid^-beta-reductasel ( AKR1D1). mRNA' 


0.001 


2043 


XM 004530 


T-Trvmn cjmienc nuclear recent or Sllbfamilv 2 ETOUD E. member 1 j 

(NR2E1), mRNA 


5E-41 


2044 




Gallus gallus partial mRNA for initiation of translation factor 2 (c3F2 

opne\ 


0.72 


2045 




Homo sapiens echinoderm microtubule-associated protein-like 
fEMAPUl mRNA 


1.7 


2046 




Plasmodium falciparum chromosome 2, section 66 of 73 of the 

mmnlete Qemience 


0.57 


2047 


L03188 


Saccharomyces cerevisiae integrin analogue gene, complete cds 


0.23 


2048 


viv/r n^4Rin 


IWnn coniAnc cimilar tn AT TT ^TTRFAMTLY SO SEOUENCE 

CONTAMINATION WARNING ENTRY (H. sapiens) (LOC90908), 
mRNA 


2E-25 


2049 


AE006570 


QtrpntnrnrniQ nvopene*; Ml GAS strain SF370 section 99 of 167 of 
the complete genome 


0.64 


2050 


AY023977 


Oryza sativa microsatellite MRG6302 containing (ATTA)X6, closest 
to marker R1674, genomic sequence 


0.6 


2051 


M91384 


Dictyostelium discoideum thioredoxin (TRX1) mRNA, bomplete cds 


0.68 


2052 


yvivx ujx / to 


Homo sapiens KIAA1634 protein (KIAA1634), mRNA 


0.066 


2053 


AROnAKIA 


Oryza sativa DNA for NLS receptor, complete cds 


0.009 


2054 


AF130049 


Homo sapiens clone FLB3411 PRO0852 mRNA, complete cds 


0.078 


2055 


Y19213 


Homo sapiens putative psihHbA pseudogene for hair keratin, exons 2 
to7 


0.038 


2056 


AF305146 


Picea abies clone 1PABCA3F hypomethylated genomic sequence 


1.8 


2057 


Z67997 


Human DNA sequence from cosmid L206D7, Huntington's Disease 
Region, chromosome 4pl6.3 


0.0001 


2058 


U51024 


Human Down Syndrome region of chromosome 21 DNA 


0.0008 


2059 


AC092063 


Homo sapiens clone RP 1 1-745H7, complete sequence 


0 
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SEQID 
NO 


ACCESSN 




P VAT TTR 


2060 


ji 1 <\J\J IXiJ 


Ui^ayiasUla UiCcIij UuLLlll sCLLiUQ XI OX J7 OI U1C CvJIIipiClC gGHUIXie 


l.o 


2061 




xuv*i una vj region (nomosexuai ii 11131, seroconversion sample 

iyo / ) 


U.ZD 


2062 


AJVl UUOtO / 


noma sapiens spectrin, oeia, non-eryuirocyuc jl ^o.ri dnzj, itikna 


U.UUUUU3 


2063 


AF329716 


Oncorhynchus mykiss clone OSU9 T cell receptor beta chain variable 
region gene, partial cds 


0.0008 


2064 


AC024773 


Caenorhabditis elegans cosmid Y40C7A, complete sequence 


. 0.035 


2065 


AM__U3Z/4o 


riomo sapiens kiaaio34 protein (KiAAlo34), rnRNA 


0.079 


2066 




xiuman aipnao coiiagen type iv (uuiaasj iilkina, 3 end 


2.1 


2068 


ADooy / 


B.thuringiensis gene for sigma factor 35 


0.59 


2069 


JJU076© 


Pig pituitary glycoprotein hormone alpha subunit gene, exons 3 and 4 
ana 3 flank 


1.6 


2070 


AF1 10621 


Boophilus microplus 12S ribosomal RNA gene, partial sequence; 
tRNA-Ee, tRNA-Gln, and tRNA-Phe genes, complete sequence; and 
NADH dehydrogenase subunit 5 (ND5) gene, partial cds, 
mitochondrial genes for mitochondrial products 


0.21 


2071 


ALA)2477y 


Caenorhabditis elegans cosmid Y43B1 1AL, complete sequence 


0.24 


2072 


AKU233oy 


UrtmA pqnianr /»T1\TA T7T Til K1H -fie a1 a «o DT A OT? 1 r\r\6.f\7£. 

riomo sapiens cuina rLjiDjZ/ ns, cione klaciiiuuou/o 


u 


2073 


X77691 


W.suaveolens mitochondrial DNA intergenic region between ORF1 
and 15S rRNA genes 


0.24 


2074 




Caenorhabditis elegans cosmid F56H1 1, complete sequence 


1.4 


2075 


AF302113 


Solanum tuberosum glutarnine synthetase GS2 (gin) mRNA, partial 
cds; nuclear gene for plastid product 


1.4 


2076 


U27078 


Trichaptum abietinum mitochondrial small subunit ribosomal RNA, 
mitochondrial gene, partial sequence 


0.64 


2077 


AM_U124jO 


Homo sapiens goigin-o 7 (rvlAAUo55), mKNA 


2.2 


2078 


AB032960 


Homo sapiens mRNA for KIAA1 134 protein, partial cds 


1E-36 


2079 


AM_Ujz3 /o 


Homo sapiens nypotneucal gene supported by Ar 106046; AK0U0332 

rx Apo'i con\ —,15 xt a 
(l^ULy35o7), mKNA 


u.oo 


2080 


AB021866 


Homo sapiens KIP gene, complete cds 


1.3 


2081 


AM UzyZlJ 


Homo sapiens nypotneucal protein DKrZp364U0523 

/TWE"7"D*£/ir\A5'>3\ *WDXTA 

^i^lsjZ#rj04UUj/3 J, mKNA 


A 3ft 
U.jo 


2082 


AF384143 


Triticum aestivum pathogenesis-related protein 1 mRNA, complete 
cds 


0.0003 


2083 


AE002368 


Neisseria meningitidis serogroup B stram MuSo section 10 ol 206 oi 
the cnmnlete genome 


0.71 


2084 


AE006662 


Sulfolobus solfataricus section 21 of 272 of the complete genome 


0.63 


2085 


AY020760 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence 


6.9 


2086 


AF161419 


Homo sapiens HSPC301 mRNA, partial cds 


1.8 


2087 


AJ249838 


Gallus gallus mRNA for radixin (rdx gene) 


2.1 


2088 


U43536 


Corynebacterium glutamicum heat shock, ATP-binding protein (clpB) 
gene, complete cds 


0.22 


2089 


XMJ)37588 


Homo sapiens KIAA0874 protein (KIAA0874), mRNA 


2E-34 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2090 


NP 002697 


Chrvc.ornva chloroDvea mitochondrioiL comDlete genome 


0.077 


2091 


AF332207 


PapnnrhflhHitic eleeans clone vk509b7 nuclear recentor NHR-57 &ene 
partial cds 


0.45 


2092 


U39886 


Bos taurus Y-chromosome specific genomic sequence 


0.2 


2093 






0.26 


2094 


A T9QO^OO 


CJmpthic mat+ia77 , ii rhlornnlast trnT^tmF intercenic snacer 


0.57 


2095 


A VAT *Kf/\ 1 


Mus musculus adult male hippocampus cDNA, RCKEN full-length 
f»nrirh**H Ifhrarv Hrnip* 9 000041 A 00 fiill insert seauence 


0.18 


2096 


AF015468 


Plasmodium falciparum microsatellite LT103 sequence 


0.11 


2097 


A TfflllA 
AJ2 / / fJH 


Cue corrt-fa mifMY\cotp11itP CPmiPTlPP SO^OI 
DUS SCI Ola IQlwrUaalClilLC scljuciiuc ouuui 


0.4 


2098 


AT70fl'5'3/l 1 


Glycine max chloroplast carboxyl transferase alpha subunit (accA-4) 
nuclear pseuoogene, partial sequence, dim puuiuvc slciuiu lcuutwac 
gene, compieie cus 


0.001 


2099 


AM VDlDy / 


iiomo sapiens j\iAnijju proxein. ^rvirvrt-ij^w^, nuM^n 


0 


2100 


Z96649 


ri. sapiens teiomenc uina. sequence, cione oyifiLuiv, icuu 
6QTELOO010.seq 


0.007 


2101 


BC009105 


Mus musculus, xiarvey rai sarcoma oncogene, suogioup is wuuc 
MGQ6162 TMAGE:3483313, mRNA, complete cds 


4.1 


2102 


AF245117 


Mus musculus leukocyte cell-surface molecule (Ly9) gene, exon 1 


0.025 


2103 


A t moo 1 A 


uaenornaouius eiegdiis cosimu v^iol/x, wuiiipicic oc^u^m^ 


0.008 


2104 


X17051 


E.gracilis DNA for ribosomal protein operon 


0.21 


2105 




Homo sapiens aipnd iuduiiii \x ud/u j gcuc, pcuuoi w« 


0.63 


2106 




Jjrosopniia meianogasier genomic scanoiu ihzuuuuijjojwo, 
complete sequence 


0.025 


2107 


AE002114 


Ureaplasma urealyticum section 15 of 59 of the complete genome 


0.074 


2108 




TNK«>s\tto/*tAr ctirvMnncrAnpc pnrln. 1 A-Hpta-T"l-{ylnr^T1PQR PP. TIP COTnolete 

pioroDacier succinogenes eiiuo-i,*T-ucu» xj ~giuMLuaw gt-ut-, cuuipwiw 

/^/1e» A_V»Pt*lJn.-0'1lir*IITIQCP <TPT»P find ftf* Cfls 
COS, CllQO- ljT'UClo'A/'gmtoilflav gciic, J wuu wi vuo 


2 


2109 




Rat DNA for 3UTR of skeletal muscle sodium channel, partial 
sequence ^ , ^ 


0.71 


2110 


AF157137 


Gongronella butleri 18S ribosomal RNA gene, partial sequence 


0.24 


2111 




pQpnr\rhii"hHitic plpoanc pnemiri H06O01 comnlete seauence 


0.24 


2112 


AB035494 


Alternaria alternata gene for Akt3-2, complete cds 


0.61 


2113 


M38351 


KHi erooryomc giuxanuc aciu uecaiooAjiaDv gene, uuuijum^ v^^-v 
exon 


0.67 


2114 


X16715 


D. melanogaster gene for chorion protein sl6 


0.21 


2115 


U16271 


Homo sapiens AMP deaminase isoform L (AMPD2) gene, exons 1 A 
and IB 


0.07 


2116 


AF3 17672 


Helicobacter pylori isolate 4424 vacuolating cytotoxin VacA (vacA) 
gene, partial cds 


0.24 


2117 


NM 010250 


Mus musculus gamma-arninobutyric acid (GABA-A) receptor, subunit 
alpha 1 (Gabral), mRNA 


0.76 


2118 


BC010786 


Mus musculus, Similar to CREB/ATF family transcription factor, 
clone MGC:18836 IMAGE:42 11480, mRNA, complete cds 


0.69 
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SEQID 
NO 


ACCESSN 


DESCRP 


P VALUE 


2119 


U67482 


Methanococcus jannaschii section 24 of 150 of the complete genome 


0.24 


2120 


U73373 


HTV-1 clone 1063 -2- VPR vpr gene, complete cds 


2 


2121 


AE007370 


Streptococcus pneumoniae section 53 of 194 of the complete genome 


0.68 


2122 


AL449163 


Human DNA sequence from clone RP11-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


2E-11 


2123 


X63382 


Antithamnion sp. rhodoplast genes atpl, atpH, atpG, atpF, atpD, atpA, 
orfl, orf2 and orf3 


0.081 


2124 


AF186797 


Homo sapiens RalGDS-like (RGL) gene, exon 17 


0.009 


2125 


AF1 10796 


Rattus norvegicus GABAB1 receptor (GABABR1) gene, exons 1 
through 9 


4.2 


2126 


XMJ)38798 


Homo sapiens KIAA1457 protein (KIAA1457), mRNA 


2E-96 


2127 


U96998 


Homo sapiens MET proto-oncogene, intron 19, 3* end 


0.67 


2128 


AE006410 


Lactococcus lactis subsp. lactis IL1403 section 172 of 218 of the 
complete genome 


0.084 


2129 


AB050422 


Macaca fascicularis brain cDNA, clone:QnpA-21421 


6.9 


2130 


AF375597 


Mus musculus medium and short chain L-3 -hydroxyacyl-Coenzyme A 
dehydrogenase (Mschad) gene, exons 2 through 8, and complete cds; 
nuclear gene for mitochondrial product 


2.2 


2131 


AE002758 


Drosophila melanogaster genomic scaffold 142000013385931, 
complete sequence 


0.26 


2132 


AJ008105 


Chrysolina timarchoides COI gene, partial CDS 


0.031 


2133 


U67526 


Methanococcus jannaschii section 68 of 150 of the complete genome 


2 


2134 


AJ223966 


Mus musculus NAGA gene 


0.63 


2135 


AFO 16986 


Callicebus moloch gammal-globin gene, complete cds 


0.68 


2136 


U66872 


Danio rerio enhancer of rudimentary homolog mRNA, complete cds 


0.029 


2137 


AJ271220 


Homo sapiens partial gene for dystrophin, intron 49 


0.009 


2138 


AF075602 


Canis familiaris prostaglandin E2 receptor subtype EP2 mRNA, 
complete cds 


0.23 


2139 


XMJ)45015 


Homo sapiens hypothetical protein FLJ00052 (FLJ00052), mRNA 


0.75 


2140 


AY034614 


Danio rerio Sec61 alpha form B mRNA, complete cds 


0.1 


2141 


XM 028150 


Homo sapiens similar to MACROPHAGE MANNOSE RECEPTOR 
PRECURSOR (EL sapiens) (LOC90010), mRNA 


1.9 


2142 


M24026 


Rat MHC class I RT1 (RT44) mRNA (u haplotype), 3' end 


0.24 


2143 


AK010194 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310076E16, full insert sequence 


2 


2144 


AF165062 


Hepatitis C virus strain MD9-2 complete genome 


1.2 


2145 


AE007469 


Streptococcus pneumoniae section 152 of 194 of the complete genome 


2.1 


2146 


Z97349 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
*** from contig 3-06, complete sequence 


0.046 


2147 


NM 010161 


Mus musculus ecotropic viral integration site 2 (Evi2), mRNA 


0.02 
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2148 


AE005586 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 205 
of290 


1.2 


914Q 


AF332928 


Psacothea hilaris isolate HA15 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.069 


9 ISO 


D49504 


Borrelia garinii gene for outer surface protein C, complete cds 


0.37 


X. 1 J J. 


L25647 


Homo sapiens fibroblast growth factor receptor gene flocated in the 
central MHC) signal peptide and consecutive exon 


0.05 


2152 


AB040746 


Carassius auratus gene for c-MYC, complete cds 


0.063 


9153 


X55978 


T. brucei ESAG 8 gene for a leucine-rich repeat family protein 


0.12 


2154 


AB010426 


Phytoplasma sp. gene for AL1 like protein, complete cds 


0.009 




XM 005841 


Homo sapiens cdk inhibitor p21 binding protein (TOK-1), mRNA 


5.8 


9156 


AK025222 


Homo sapiens cDNA: FLJ21569 fis, clone COL06508 


1E-33 


91 57 

xu / 


AF234652 


Mesembryanthemum crystallinum protein kinase MK5 mRNA, 
complete cds 


0.2 


91 58 


AE006513 


Streptococcus pyogenes Ml GAS strain SF370, section 42 of 167 of 
the complete genome 


9.2 


2159 


XM 003660 


Homo sapiens calcium modulating ligand (CAMLG), mRNA 


0.023 i 


ZlOv 


AF003490 


Mesostoa kerri 16S ribosomal RNA gene, partial sequence 


0.000004 


9161 


XM 048768 


Homo sapiens tetratricopeptide repeat domain 3 (TTC3), mRNA 


6.7 


9169 

ZIOZ 


AF323442 


Plasmodium yoelii yoelii clone 10 235 kDa rhoptry protein (UIa.1) 
gene, partial cds 


0.019 


9163 


AK016560 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4932441H21, full insert sequence 


4.7 


2164 


Y12332 


E.tenella plastid genes rpsl2, rps7, tuf, ORF45, and tRNA-Phe 


0.003 


2165 


AL1 14081 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.002 


2166 


AF332207 


Caenorhabditis elegans clone yk509b7 nuclear receptor NHR-57 gene, 
partial cds 


0.49 


9167 
ZiO/ 


AF102263 


Helicoverpa zea clone S211 cytochrome P450 (CYP6B8) mRNA, 
complete cds 


0.074 


916R 
Z JOo 


AL133397 


Human DNA sequence from clone RPl-213Jlp on chromosome 
22ql 1.21-12.2, complete sequence [Homo sapiens] 


0.039 


9160 


AL157423 


Homo sapiens mRNA; cDNA DKFZp761O0511 (from clone 
DKFZp761O0511) 


7E-15 


Zl /U 


AF282578 


Homo sapiens clone 20ptel_cl622_12_3.3f sequence 


9E-17 


9171 
Zl /I 


AB022280 


Oryzias latipes gene for soluble guanylyl cyclase alpha subunit, 
complete cds 


3.7 


9179 
Zi /z 


AF052744 


Homo sapiens transcriptional repressor p54 gene, promoter region and 
partial cds 


2 | 


2173 


XMJ)07685 


Homo sapiens MAGE-like 2 (MAGEL2), mRNA 


0.008 


2174 


AK019539 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, done:4921514G21, foil insert sequence 


1.6 


2175 


AE007472 


Streptococcus pneumoniae section 155 of 194 of the complete genome 


6.2 


2176 


AL162381 


Human DNA sequence from clone RP11-174B19 on chromosome 6, 
complete sequence [Homo sapiens] 


0.059 ! 
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NO 


ACCESSN 


DESCR3P 


r V ALUxi 


9177 


M21836 


Mouse extra-embryonic endodermal cytokeratin type n (EndoA) 
mRNA, complete cds 


e-138 


2178 


X06292 


Human c-fes/fps proto-oncogene 


1.7 


2179 


AF360278 


Arabidopsis thaliana putative MLH1 protein (AT4g09140) mRNA, 
complete cds 


0.0001 


ZloU 


X78548 


G.max gene encoding epoxide hydrolase 


0.68 


Zlol 


Z56222 


H.sapiens CpG island DNA genomic Msel fragment, clone 97b6, 
reverse read cpg97b6.rtla 


♦ 

5E-60 


2182 


AF200412 


Wiebesia brusi cytochrome oxidase subunit I (COI) gene, partial cds; 
tRNA-Leu gene, complete sequence; and cytochrome oxidase subunit 
n (COII) gene gene, partial cds; mitochondrial genes for 
mitochondrial products 


0.084 


2183 


AF360327 


Arabidopsis thaliana putative metal-binding protein 
(MLE2.16/AT5g63530) mRNA, complete cds 


0.014 


2184 


XM 005837 


Homo sapiens CUG triplet repeat, RNA-binding protein 2 (CUGBP2), 
mRNA 


0.22 


2185 


BC008152 


Mus musculus, caspase 1, clone MGC:6106 IMAGE:3583883, 
mRNA, complete cds 


1.9 


2180 


U41289 , 


Dictyostelium discoideumK7 kinesin-like protein mRNA, complete 
cds 


0.66 


2187 


AF163863 


Mustela vison tyrosine aminotransferase gene, complete cds 


0.23 


2188 


XMJ)17198 


Homo sapiens hypothetical protein FLJ12085 (FLJ12085), mRNA 


4E-36 


2189 


D16180 


Human PMP2 gene for peripheral myelin protein 2, exon 2 and 3 


0.68 


219U 


AB037920 


Clostridium botulinum genes for ORF-22, HA-70, HA-17, HA-33, 
NTNHA, neurotoxin, complete cds 


0.083 


2191 


AE006703 


Sulfolobus solfataricus section 62 of 272 of the complete genome 


1.6 


2192 


AB047401 


Periplaneta americana Vg-2 mRNA for vitellogenin-2, complete cds 


0.25 


2193 


U11491 


Human rotavirus M37 non-structural protein NSP1 mRNA, complete 
cds 


0.17 


2194 


AF338818 


Mus musculus flavohemoprotein b5^5R mRNA, complete cds 


2.3 


2195 


AP00129O 


Mus musculus genomic DNA, chromosome 7, clone:B118_5, 
complete sequence 


0.56 


1 1 fur 
2196 


XM 010940 


Homo sapiens putative GR6 protein (GR6), mRNA 


2E-61 


0 1 OT 

ziy / 


Ar 119534 


Plasmodium falciparum para-aminobenzoic acid synthetase gene, 
complete cus 


0.009 


2198 


AY035995 


Streptococcus pneumoniae strain SPN1506 topoisomerase IV subunit 
A (parC) gene, complete cds 


1.2 


2199 


XM 006892 


Homo sapiens c AMP responsive element binding protein-like 2 
(CREBL2), mRNA 


0.049 


2200 


X87127 


Borrelia burgdorferi repeated DNA element, 30.5 kb circular plasmid 
copy 


0.46 


2201 


AB010958 


Clostridium thermocellum xynA and xynB genes for j^lanase, 
complete cds 


0.23 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2202 


AE003004 


Drosophila melanogaster genomic scaffold 142000013385492, 
complete sequence 


0.23 


2203 


U63418 


Mus musculus uncoupling protein (Ucp) gene, nuclear gene encoding 
mitochondrial protein, complete cds 


0.23 


2204 


AJ243265 


Homo sapiens partial PGM1 gene for phosphoglucomutase 1, exons 5- 
7 


e-135 


2205 


X13883 


Yersinia pseudotuberculosis virulence plasmid pIBI yopA gene for 
Yopl protein j 


2.1 


2206 


XM 011639 


Homo sapiens KIAA0535 gene product (KIAA0535), mRNA 


8E-22 


2207 


AF098990 


Caenorhabditis elegans cosmid H35N03 


2.2 


2208 


AB037920 


Clostridium botulinum genes for ORF-22, HA-70, HA-17, HA-33, 
NTNHA, neurotoxin, complete cds 


0.2 


2209 


AB053087 


Human immunodeficiency virus type 1 pol gene, reverse transcriptase 
amino terminal part, partial cds, 99JP-NH3-H plasma virus 
clone:NH3RT-V3-2-9 


0.028 


2210 


NM 008989 


Mus musculus purine rich element binding protein A (Pura), mRNA 


0.028 


2211 


U97291 


Equus caballus random genomic clone JH226 


0.008 


2212 


AK001699 


Homo sapiens cDNA FLJ10837 fis, clone NT2RP4001260, highly 
similar to Homo sapiens mRNA for K1AA0875 protein 


0.016 


2213 


U84532 


Human dystrobrevin (DTN) gene, exon 4 


0.23 


2214 


Z54522 


Ksapiens CpG island DNA genomic Msel fragment, clone 12b6, 
forward read cpgl2b6.ftlc 


1.5 


2215 


Z69666 


Human DNA sequence from cosmid 24F8 from a contig from the tip 
of the short arm of chromosome 16, spanning 2Mb of 16pl3.3. 
Contains ESTs, repeat polymorphism and CpG island 


6.5 


2216 


M69205 


Ockelbo virus complete genome 


2.2 


2217 


AF202552 


Homo sapiens DNA methyltransferase (DNMTl) gene, exons 2, 3, 
and 4 


0.24 


2218 


D16541 


Chicken DNA for connectin(titin), partial sequence 


0.064 


2220 


AC023351 


Homo sapiens clone RP11-637J20, complete sequence 


1E-59 


2221 


AL5 12305 


Human DNA sequence from clone RP11-85E24 on chromosome 6, 
complete sequence [Homo sapiens] 


0.002 


2222 


U67581 


Methanococcus jannaschii section 123 of 150 of the complete genome 


5 


2223 


AE007428 


Streptococcus pneumoniae section 111 of 194 of the complete genome 


1.9 


2224 


AK023601 


Homo sapiens cDNA FLJ13539 fis, clone PLACE1006640 


1.7 


2225 


AF375468 


Homo sapiens endothelial protein C receptor (^kuukj gene, complete 
cds 


0.016 


2226 


AF350726 


Symphyglossum sanguineum chloroplast tRNA-Leu (trnL) gene and 
trnL-trnF intergenic spacer, partial sequence 


1.4 


2227 


NM 008308 


Mus musculus 5-hydroxytryptamine (serotonin) receptor 1 A (Htrla), 
mRNA 


0.23 


2228 


Z62421 


H.sapiens CpG island DNA genomic Msel fragment, clone 68h2, 
forward read cpg68h2.ftla 


4E-68 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2229 


AF2 10834 


Homo sapiens HARP (HARP) gene, exons 3 and 4 


0.008 


2230 


L81672 


Homo sapiens (subclone 2J)12 from PI H49) DNA sequence, 
complete sequence 


0.13 


2231 


XM 008431 


Homo sapiens integrin, alpha 3 (antigen CD49C, alpha 3 subunit of 
VLA-3 receptor) (ITGA3), roRNA 


1.8 


2232 


AE006295 


Lactococcus lactis subsp. lactis JL1403 section 57 of 218 of the 
complete genome 


0.19 


2233 


U39693 


Mycoplasma genitalium section 15 of 51 of the complete genome ! 


0.21 


2234 


AT 032629 


Caenorhabditis eleeans cosmid Y102F5A. complete sequence 


0.46 


2235 


AF029114 


Ascogaster sp. 16S ribosomal RNA gene, mitochondrial gene for 
mitochondrial RNA, partial sequence 


0.076 


2236 




WvslnTnma Hrnmedarii 1 2S small ribosomal RNA cene. Dartial 
sftnnpnce* mitochondrial £ene for mitochondrial product 


0.63 


2237 


III 


Homo sapiens 22 kDa actin-binding protein (SM22) gene, complete. 

rvlc 


0.6 


2238 




Homo saoiens hvDOthetical DroteinFLJ10849 (FLJ10849), mRNA 


0.77 


2239 


AJ290957 


Drosophila erecta partial eIF2g gene for eukaryotic translation 

tnifiotinrt ■far'trw 9 onmma QTtH Rnfvar^-9 96116 for V> Pt P.rrvVh mm a tl 11 

protein 


0.24 


2240 




T-Tnmn canifnc rlonp 1 Sfltel C^fifiat7 ^eouence 


8.2 


2241 




Plasmodium falciparum protein serine/threonine kinase- 1 (pskl) gene, 


0.009 


2242 




Mouse MHC class I Lyt-2-a gene encoding lyt-2. 1 T-cell surface 

allnntYrioMi POTnnletft cds 


0.049 


2243 




Hypseleotris compressa 12S ribosomal RNA gene, complete sequence; 
mitnrhnnririal pene for mitochondrial nroduct 


0.21 


2245 




Placnuvlinm falHnaniTTi rhrnmn^OTTie 1. section 34 of 73 of the 


0.024 


2246 


AK004676 


Mnc mnQmlnQ adult male lunp cDNA RIKEN full-length enriched 
library, clone: 1200009124, full insert sequence 


0.56 


2247 


XM 002436 


Homo cnnipnQ sterile-alnha motif and leucine zinoer containing kinase 
AZK (ZAK), mRNA 


0.67 


2248 


AE006324 


T artoenccns lactis subsn lactis IL1403 section 86 of 218 of the 

complete genome 


0.47 


2249 


XM 042833 


Homo sapiens KIAA0295 protein (KIAA0295), mRNA 


5.1 


2250 


X63412 


B.burgdorferi plasnud ospA gene for outer surface protein A 


0.36 


2251 


AK024235 


Homo sapiens cDNA FLJ14173 fis, clone NT2RP2002755 


1.8 


2252 


U69826 


Eryx miliaris nogajorum cytochrome b (cytb) gene, mitochondrial 
gene encoding mitochondrial protein, partial cds 


5.9 


2254 


AF038086 


HIV-1 isolate TZB0036 from Tanzania, gpl20 C2-C4 region (env) 
gene, partial cds 


0.077 


2255 


AF3 17082 


Adoncholaimus thalassophygas isolate Sou39 large subunit ribosomal 
RNA gene, partial sequence; mitochondrial gene for mitochondrial 
product 


0.003 


2256 


NMJ)05386 


Homo sapiens neuronatin (NNAT), mRNA 


0.6 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2257 


XM_037301 


Homo sapiens hypothetical protein FLJ12697 (FLJ12697), mRNA 


2E-61 


2258 


XM 028046 


Homo sapiens KIAA0220 protein (KIAA0220), mRNA 


5E-61 


2259 


U94520 


Lactococcus lactis plasmid pND861 abortive phage resistance proteins 
(abiLi) and (abiLii) genes, complete cds 


0.81 


2260 


U00037 


Caenorhabditis elegans cosmid T20H4 


0.081 • 


2261 


Z74866 


S.cerevisiae chromosome XV reading frame ORF YOL124c 


0.55 | 


2262 


Z92779 


Caenorhabditis elegans cosmid C44E1, complete sequence 


0.7 


2263 


V00694 


Saccharomyces cerevisiae mitochondrion COX/OXI3 gene encoding 
for cytochrome oxidase subunit 1 


0.021 


2264 


AC010728 


Homo sapiens BAC clone RP11-258E22 from Y, complete sequence 


3E-30 


2265 


AJ406392 


Beta vulgaris partial En/Spm-like transposon, clone 44.9 


0.054 


2266 


AE001430 


Plasmodium falciparum chromosome 2, section 67 of 73 of the 
complete sequence 


0.064 


2267 


AF378270 


Pangasius sp. ZZSH-2001 microsatellite PSP-G 456 sequence 


1.1 


2268 


XM 047227 


Homo sapiens hypothetical gene supported by AL122112 
(LOC92776), mRNA 


0.38 


2269 


AE002758 


Drosophila melanogaster genomic scaffold 142000013385931, 
complete sequence 


0.2 


2270 


AL115861 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.14 


2271 


AE006407 


Lactococcus lactis subsp. lactis IL1403 section 169 of 218 of the 
complete genome 


1.8 


2272 


XM 049351 


Homo sapiens KIAA1600 protein (KIAA1600), mRNA 


0.0007 


2273 


AE005977 


Caulobacter crescentus section 303 of 359 of the complete genome 


5.2 


2274 


XM.007057 


Homo sapiens chromosome 12 open reading frame 5 (C12orf5), 
mRNA 


0.63 


2275 


XM_031923 


Homo sapiens hypothetical gene supported by AK023761 
(LOC90466), mRNA ~ ' 


0.0000007 


2276 


AJ005330 


pGAII(-) SK positive selection cloning vector gltS gene 


3E-21 , 


2277 


XM 029246 


Homo sapiens collagen, type I, alpha 2 (COL1A2), mRNA 


0.051 


2278 


AF185279 


Homo sapiens polymerase delta small subunit (POLD2) gene, partial 
sequence 


0.002 


2279 


AF080592 


Mus musculus centrin (Cetn2) gene, complete cds 


1.8 


2280 


XM 033626 


Homo sapiens nucleoporin-like protein 1 (NLP_1), mRNA 


3.6 


2281 


AB011667 


Ipomoea purpurea genes for dihydroflavonol 4-reductase, complete 
cds 


i 

0.25 


2282 


AB011667 


Ipomoea purpurea genes for dihydroflavonol 4-reductase, complete 
cds 


0.25 


2283 


XM 002698 


Homo sapiens LOC89635 (LOC89635), mRNA 


6.3 


2284 


BC009385 


Homo sapiens, clone IMAGE:4127835, mRNA 


0.61 


2285 


U39718 


Mycoplasma genitalium section 40 of 51 of the complete genome 


3.4 


2286 


AB036755 


Schizosaccharomyces pombe spol4/stll gene for Secl2-like protein, 
complete cds 


0.079 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2287 


AF369960 


bepiella mainoroni isolate c Iod noosomai km A gene, pamai 
sequence; mitochondrial gene for mitochondrial product 


0.22 


2288 


AE005360 


Escherichia cob 0157:H7 EDL933 genome, contig 2 ot 3, section 25* 
01 55 




2289 


U01034 


Eastern equine encephalomyelitis virus North American antigenic 
variety nonstructural polyprotein and structural polyprotein genes, 
complete cds 


1.7 


2290 


AF355103 


Pleurotus ostreatus linear mitochondrial plasmid mlp2, partial 
sequence 


5.7 


2291 


AC000043 


Homo sapiens Chromosome 22ql3 Cosmid Clone p74a8, complete 
sequence 


ft ftR^ 




X89398 


Rsapiens ung gene for uracil DNA-glycosylase 


0.71 


2293 


AY008264 


Yersinia enterocolitica phage shock protein locus, complete sequence 


2.2 


9904 


AJ011320 


Drosophila melanogaster Su(P) and anon-73Bl genes and partial o25 
gene and Pros26 gene 


6.5 


2295 


XM 040290 


Homo sapiens glutamate receptor, ionotropic, AMPA 1 (GRIA1), 
mRNA 


4 


2296 


AJ293578 


Homo sapiens partial MOCS1 gene, exons 2-8 


O.J 


9907 


BCX)07051 


Homo sapiens, clone MGC: 12465 IMAGE:368305 1, mRNA, 
complete cds 


7E-32 


2298 


M23103 


B.subtilis spoIVCB gene, complete cds 


VJ.Z 


2299 


AF280606 


Triticum aestivum omega gliadin pseudogene, complete sequence 


ft 94. 


9^nn 


AF266095 


Platycnemis pennipes large subunit ribosomal RNA gene, partial 
sequence; tRNA-Valine gene, complete sequence; and small subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for 
mitochondrial products 


ft (Y11 




AF1 14927 


Saccharomyces pastorianus CBS1538 small subunit ribosomal RNA 
gene, mitochondrial gene for mitochondrial RNA, complete sequence 


ft 9^ 


9^09 


M68901 


P.multocida adenylate cyclase (cya) gene, complete cds 


ft 91 


2303 


AJ235878 


Amorphophallus kiusiuensis chloroplast atpB-rbcL spacer, isolate PL1 


0.23 


2304 


NM_016158 


Homo sapiens erythrocyte transmembrane protein (LOC51145), 
mRNA 


JEi"JT 


2305 


Y17254 


Euplotes octocarinatus gamma-tubulin 2 micronuclear gene 


2.3 


2306 


X99872 


Sulfolobus acidocaldarius pyrB gene 


ft ftn 


2307 


.AoJLvJvl 


JTl.adpicIlb XlV-AJ U ilUVLNrV 


0.001 




Z80213 


Caenorhabditis elegans cosmid C09E9, complete sequence 


0.025 


2309 


AF257022 


Salmo salar clone BHMS7-009 microsatellite sequence 


0.74 


2310 


AL138748 


Human DNA sequence from clone RP4-732E19 on chromosome 
Xq21. 1-21.33 Contains GSSs, complete sequence [Homo sapiens] 


0.21 


2311 


AJ409108 


Entamoeba histolytica rpl27a-2 gene for ribosomal protein large 
subunit 27a-2, exons 1-2 


0.009 


2312 


U26556 


Human ferritin H (FTHL13) pseudogene 


0.008 
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SEQID 
NO 
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DESCRIP 


P VALUE 


2313 


AF126320 


Protoclythia modesta 12S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.26 


2314 


AL137590 


Homo sapiens mRNA; cDNA DKFZp434K0610 (from clone 
DKFZp434K0610) 


2 


2315 


Z81471 


Caenorhabditis elegans cosmid C14B4, complete sequence 


0.029 


2316 


AE001567 


Helicobacter pylori, strain J99 section 128 of 132 of the complete 
genome 


0.028 


2317 


U47913 


Tribolium freemani Woot retrotransposon, partial sequence and 3* 
insertion junction F3(l) 


0.081 


2318 


XM_037521 


Homo sapiens centrosomal P4.1-associated protein; uncharacterized 
bone marrow protein BM032 (BM032), mRNA 


2.2 


2319 


AF269701 


Staphylococcus epidermidis strain SRI clone step.l017g02 genomic 
sequence 


0.7 


2320 


AF378183 


Oryza sativa cultivar Milyang23 cytosolic fructose- 1 mRNA, partial 
cds 


6.9 


2321 


AY019090 


Oryza sativa microsatellite MRG1415 containing (AT)X26, genomic 
sequence 


0.085 


2322 


AL449163 


Human DNA sequence from clone RP1 1-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00004 


2323 


M19540 


Adenovirus type 41 DNA-binding protein (DBP) gene, exons 2 and 3, 
23K protease, complete cds, hexon and 100K protein genes, last exons 


0.026 


2324 


AJ272029 


Homo sapiens partial CD30 gene for cytokine receptor CD30 and 
promoter region 


0.003 


2325 


AF082966 


Homo sapiens genomic sequence 


0.75 


2326 


AE002940 


Drosophila melanogaster genomic scaffold 142000013385820, 
complete sequence 


0.028 


2327 


Z54147 


Human DNA sequence from cosmid L129H7, Huntington's Disease 
Region, chromosome 4pl6.3 contains CpG island 


0.001 


2328 


D12590 


Rattus norvegicus DNA, RPLP marker at locus A403 


0.077 


2329 


XM 035524 


Homo sapiens KIAA1201 protein (KIAA1201), mRNA 


0.025 


2330 


XM.003575 


Homo sapiens soluble liver antigen/liver pancreas antigen 
(LOC51091), mRNA 


4E-27 


2331 


BC009503 


Homo sapiens, Gl to S phase transition' 1, clone MGC:1735 
MAGE:2822947, mRNA, complete cds 


0.69 


.2332 


BC005572 


Mus musculus, golgi vesicular membrane trafficking protein pl8, 
clone MGC: 11601 IMAGE:3967968, mRNA, complete cds 


0.78 


2333 


U39726 


Mycoplasma genitalium section 48 of 51 of the complete genome 


0.086 


2334 


XM 039942 


Homo sapiens Meis (mouse) homolog 3 (MEIS3), mRNA 


0.72 


2335 


X67506 


C.thermocellum ancA gene 


0.084 


2336 


AL1 17553 


Homo sapiens mRNA; cDNADKFZp564F1171 (from clone 
DKFZp564F1171) 


0.22 


2337 


AF115574 


Pisum sativum pathogenesis-related protein (DRR206-C) gene, 
complete cds 


0.009 


2338 


Y11874 


Mmusculus uPA gene, promoter sequence 


2.3 
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SEQE) 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2339 


BC008277 


\/TiiC miicniliic Similar trt PnHnt Timlin r*w>rvtnr tvnp A /*1atip 

MGC:6567 IMAGE:2812426, mRNA, complete cds 


2.2 


2340 


XM O0Q543 

./viva 


nuillU oapiCIla UallsLlipuUIl iaCLUI /xr-Z gdllUIla ^dLUVdUIlg CrilldnCCr- 
hinrlinf* nrotein 9 pamm;A / T TFAP'?P^ mPMA 


ft 91 • 


2341 


NM 015S09 


Mus musculus keratin-associated protein 5-4 (Krtap5-4), mRNA 


0.42 


2342 


AE000813 


iViCuldJlUUdClcniUU UlCJ IUUaU LU II (jpill CUJQJ UOni UaScS ZUO77I lO 

217929 (section 19 of 148) of the complete genome 


5.2 


2343 


Yiu (H4&'32 


Hnmrt cnnifnc hvrtntrtpfirstl nrntpin P*R09R^? rPPfWR^*^ mPMA 
nuinu odpiciib iiypuLiicuLdi piuLciii rswj^ooj. yriwj^oj^j, iuixTna. 


o nooftno^ 


2344 




Homo sapiens similar to hypothetical protein FLJ14260 (H. sapiens) 


o n^o 


2345 


XMJ)33361 


Homo sapiens 62537 (FLJ00024), mRNA 


0.008 


2346 


BC005332 


Homo sapiens, Similar to immunoglobulin kappa constant, clone 
MGC:12418 IMAGE:3934658, mRNA, complete cds 


3E-33 


2347 




Mus musculus gap junction membrane channel protein alpha 8 (Gja8) 

CPTIP r*OTHTllptA fvlc 

gCliC, cuinpicic U1S 


9 1 

It* 1 


2348 


AB054512 


Berardius bairdii DNA, SINE flanking sequence Tuti35 locus 


0.77 , 


2349 


Z98549 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
*** from contig 3-14, complete sequence 


0.029 


2351 


XM 033483 


Homo sapiens hypothetical gene supported by L39957; L43086; 

\JTO«1<£» \/H\C\£{\1' C<£1Q'V 0*70011. TTfkTOQO. TTO^OOft* 

Mo523o, MyyoU3, oDoloz, 0/3911, UO/ysy; U7y7o3; Uyo2yu, 
U96294; U96397; X58082; Z18327; AB006847; AB027436; 
AB027438; AF007572; AF035035; AF052535; AF099196; 
AF103384; AF103390; AF103466; AF10> 


8E-33 


2352 


XM 033483 


Homo sapiens hypothetical gene supported by L3 9957; L43086; 

1l>rac1C£> C</C1QO« C7"a011« TTA*70Q0« TT'70'T/C < 5» ttokooa* 

Mo525o, Myyo03, o5oio2, b73yii, uovyoy, u/y/oj, uyozyu, 
U96294; U96397; X58082; Z18327; AB006847; AB027436; 

ARft^A^R- AVdtYJ+T)* APfl^fMV AFft^^V AFOOOIOft* 
/vjduz /tjo, /\tuu/.j/z, atujjv/jj, /vtu-jxjjj, rvruyyiyo, 

AF103384; AF103390; AF103466; AF10> 


1E-27 


2353 


XM 033483 


Homo sapiens hypothetical gene supported by L39957; L43086; 
M85256; M99603; S56182; S73911; U07989; U79763; U96290; 
U96294; U96397; X58082; Z18327; AB006847; AB027436; 
AB027438; AF007572; AF035035; AF052535; AF099196; 
AF103384; AF103390; AF103466; AF10> 


8E-33 


2354 


XM 043728 


MrtiTiA conipnc hvnAt1iptir*iil opnp ciinnfvrtp/1 Vwr A'FfV7AQR5i 
nuniw oapiciia iiypuLiivuvai gcuc ouppuiicu uy nru/t/oo 

(LOC92227), mRNA 


0.001 


2355 


AE001425 


Plasmodium falciparum chromosome 2, section 62 of 73 of the 
complete sequence 


6.4 


2356 


XM 033483 


Homo sapiens hypothetical gene supported by L39957; L43086; 
M85256; M99603; S56182; S73911; U07989; U79763; U96290; 
U96294; U96397; X58082; Z18327; AB006847; AB027436; 
AB027438; AF007572; AF035035; AF052535; AF099196; 
AF103384; AF103390; AF103466; AF10> 


9E-14 


2357 


AF184072 


Homo sapiens target of methylation-induced silencing 1 (TMS1) gene, 
complete cds 


6.6 
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SEQID 
NO 


ACCESSN 


TYPCnJTD 


D \/AT TTC 


2358 


-AJV1 UJzJ4/ 


1 

Homo sapiens region containing TLS-associated serine-arginine 
protein 1; TLS-associated serine-arginine protein 2; TLS-associated 
serine-arginine protein 2; TLS-associated serine-arginine protein 2; 
TLS-associated serine-arginine protein 1; TLS-associa> 


0 


2360 


A54o07 


Human CYP2C8 gene for cytochrome P-450, 5 flank and exon 1 


0.00003 


2361 


Ao/jUo 


C.thermocellum ancA gene 


0.054 


2362 


AL513350 


Human DNA sequence from clone RP1 1-509D8 on chromosome 9, 
complete sequence [Homo sapiens] 


0.003 


2363 


ArUzUOOJ 


Homo sapiens myotubularin (MTM1) gene, promoter and exon 1 


0.068 


2364 


U43o2o 


Human chromosome 15qll-ql3 putative DNA replication origin in 
the g-aminobutyric acid receptor b3 and a5 gene cluster 


0.059 


2365 


AYU19U9U 


Oryza sativa microsatellite MRG1415 containing (AT)X26, genomic 
sequence 


0.081 


2366 


U27586 


Cytophaga heparina heparinase III (HepC) gene, complete cds 


0.38 


2367 


aM 047192 


Homo sapiens similar to MYOSIN HEAVY CHAIN, CARDIAC 
MUSCLE ALPHA ISOFORM (MYHC-ALPHA) (M musculus) 
(LOC92771), mRNA 


e-133 


2368 


M20319 


S.cerevisiae ATR1 gene conferring aminotriazole resistance, complete 
cds 


1.3 


2369 


XM 051036 


Homo sapiens carbohydrate (kexatan sulfate Gal -6) sulfotransferase 1 
(CHST1), mRNA 


4.6 


2370 


Ad0o2951 


Macaca fasciculans brain cDNA clone:QmoA- 12201, full insert 
sequence 


1.5 


2371 


U29335 


Pisum sativum clone MFRTPCR62 wound-inducible cytochrome P450 
mRNA, partial cds 


0.41 


2372 


AF272630 


Ureaplasma urealyticum serovar 14 23S ribosomal RNA and 5S 
ribosomal RNA genes, complete sequence; and dihydrofolate 
reductase (folA) gene, partial cds 


0.061 


2373 


AF179375 


Mycoplasma fermentans orfDl gene, Insertion sequence IS1630D, 
orfD2 gene 


0.61 


2374 


X16876 


Soybean ENOD2B gene for Ngm-75 j 


0.96 


2375 


AF263831 


Homo sapiens chromosome 11 DNasel hypersensitive region 


2.7 


2376 


AF1 


Oj^jgilCo iiiCgaJUUixipUD loo HUUoUlLlixl jvlN/\ gCHC, pal Hal oCL[UCIIUC 




2377 


AJ308588 


Medicago truncatula partial mRNA for nodulin 25 (nod25 gene), 
clone 3 


4.6 


2378 


X02870 


Bovine gene for cytokeratin VIb 


0.053 


2379 


AL590157 


Human DNA sequence from clone RP13-420K18 on chromosome X, 
complete sequence [Homo sapiens] 


4E-08 


2380 


AF282242 


Plasmodium falciparum strain Dd2 chloroquine resistance marker 
protein gene, complete cds 


4.2 


2381 


Z24745 


A.thaliana 2S albumin gene isoforms 1 and 2, complete CDS's 


0.6 
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SEQID 
NO 


ACCESSN 


DESCRJP 


P VALUE 


2382 


AL035418 


Human DNA sequence from clone RP1-141D on chromosome 
22ql3.1-13.33 Contains a GSS, complete sequence [Homo sapiens) 


1.6 


2383 


Y17968 


Gallus gallus mRNA for high mobility group 1 protein 


1.5 


2384 


XM 034735 


Homo sapiens similar to hypothetical protein FLJ21463 (H. sapiens) 
(LOC90883), mRNA 


5.6 . 


2385 


AF001415 


Arabidopsis thaliana 14-3-3-like protein GF14 upsilon (GRF5) gene, 
complete cds 


1.3 


2386 


XM 009026 


Homo sapiens retinol dehydrogenase 8 (all-trans) (RDH8), mRNA 


1.9 


2387 


XM 003095 


Homo sapiens zinc finger protein 288 (ZNF288), mRNA 


1.8 


2388 


AE003083 


Drosophila melanogaster genomic scaffold 142000013385449, 
complete sequence 


0.51 


2389 


AE002798 


Drosophila melanogaster genomic scaffold 142000013385466, 
complete sequence 


0.018 


2390 


AL359506 


Human DNA sequence from clone CTD-2007A7 on chromosome 20. 
Contains GSSs, complete sequence [Homo sapiens] 


0.28 


2391 


U32726 


Haemophilus influenzae Rd section 41 of 163 of the complete genome 


0.3 


2392 


AB010468 


Cyprinus carpio mRNA for CXC chemokine receptor-1, complete cds 


0.9 


2393 


AE006886 V 


Sulfolobus solfataricus section 245 of 272 of the complete genome 


0.19 


2394 


M19810 


Human apolipoprotein B-100 (apoB) gene, exon 4 


0.43 


2395 


AB005548 


Homo sapiens gene for squamous cell carcinoma antigen 2, partial cds 


0.0004 


2396 


AJ3 18337 


Plasmodium falciparum krueppell gene for Krueppel-like protein 


0.62 


2397 


U01102 


Human lung Clara cells 10 kda secretory protein (CC10) gene, 
satellite and Alu repeat sequences, complete cds 


3.8 


2398 


AK017766 


Mus museums 8 days embryo cDNA, RUCEN full-length enriched 
library, clone:5730512J02, full insert sequence 


1.7 


2399 


AE000032 


Mycoplasma pneumoniae M129 section 48 of 63 of the complete 
genome 


0.55 


2400 


AF333234 


Homo sapiens receptor activator of nuclear factor kappa B ligand 
(RANKL) gene, promoter region 


0.22 


2401 


BC010652 


Homo sapiens, clone MGC:9753 IMAGE:3855206, mRNA, complete 
cds 


1.8 


2402 


AK007856 


Mus museums 10 day old male pancreas cDNA, RKEN full-length 
enriched library, clone: 18 10054D07, full insert sequence 


2E-94 


2403 


AF172723 


Homo sapiens integrin alpha 10 subunit (ITGA10) gene, exons 7 
through 17 and partial cds 


0.21 


2404 


NM 026570 


Mus museums glioma-amplified sequence-41 (Gas41-pending), 
mRNA 


1.1 


2405 


U78770 


Mus museums spasmolytic polypeptide (mSP) gene, complete cds 


1.8 
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SEQID 
NO 


ACCESSN 


' DESCRIP 


P VAT TIP 


2406 


U26729 


Human neprilysin gene, non-coding exon 3 


0.92 


2407 


AE006346 


Lactococcus lactis subsn lactis IL1403 section 108 nf 91R nf fhp 
complete genome 


2 


2408 


AF258783 


Felis catus Niemann-Pick tvne CI disease nrotein fNJPPl • mPWA 
complete cds 


0.23 


2409 


AC007280 


Homo saoiens BAC clone RP1 1-332P7 from 7nl 1 9-n?1 mmnlptp 
sequence 




2410 


D13065 


Mvconlasma canricolum mcs4 gene for MCS4 RNA 




2411 


AF196058 


Drosophila pseudoobscura strain PSU606 period (per) gene, intron 4, 
nartial seouence 


1 < 

X.J 


2412 


AF370534 


Arabidonsis fhaliana Putative T -aQonrhatp nprnvirlacp fATxl»OjQnin\ 

mRNA, complete cds 


1 s 


2413 


AF084197 


Pongo pygmaeus gamma-aminobutyric acid receptor A5 subunit 
duplicated gene, 5*17111 region 


0.00009 


2414 


Y17045 


Plasmodium falciparum gltS gene 


0.063 


2415 


AL021177 


Caenorhabditis eleeans cosrnid Yl A5A_ conrolete ^ennenoe 


0 22 


2416 


AJ238847 


Drn^onhila melannpatrtpr ml?NA for Hrncnnhiln Hrv1pr'Q-c*jtp1Ktp 

\JD\jyiLiia JXi^xaxiifgaalV'X xlxxVLx/A. xUl Ux l/DUJJxxxxa UUUCul SalClxTtC 

nrotein 1 (DDP- 1 1 




2417 


AB056333 


Macaca fascicularis brain cDNA, clone:QflA-13486 


e-126 


2418 


AF104821 


Danio rerio Hlx2 pene nromotpr tppioti 

j^CUuv I vl IV iXlA«> bVUvj tyXV/XXiWXVX IvKlvU 




2419 


AF138960 


Neospora caninum yc£24 protein (yc£24) gene, partial cds; DNA 
aepenaeni kin a polymerase oeia suDumi {rporsj gene, complete cos, 

dJtiU i-Al^/l UCpCJiUCIlL xvIX/V pUxyxUCIaaw Ocla SUOUIlIl ^Ij/Ul/X J gclic, 

partial cds, plastid genes for plastid products 


0.21 


2420 


AF338712 


Prnent; crayon*; iTiitorhnrifiTiiiTi narHal ppnnfnp 

XwlllVUO VIClOdUo XXXX Lw wAiwXllXX JwXX, UCUUQl CnwXlUXLLw 


i i 

X.J 


2421 


282625 


R nrfiwaTPlrii ppnnmie TYMA "fraoTTiPTit frlrvnp A^Qfi"P"l 

xv. jjxu vv az-t-ivii £wxLi/ixixir i/iXA iia^ixiwiiL ^vlUJlw j»J/vr ) 




2422 


XMJH5945 


Homo sapiens hypothetical protein FLJ13842 (FLJ13842), mRNA j 


6E-62 


2423 


X57010 


Human COL2A1 gene for collagen II alpha 1 chain, exons E2-E15 


0.63 


2424 


AF283525 ! 


Homo ^aniens FTP 9 pptip pvnn^ 11 12 and 1^ 

XAvFXXIV Du^JXt/XlO X JJT gwXlW, VAVJXXO X A, X*f OllU XJ 




2425 


AK013530 


Mus musculus adult male hippocampus cDNA, RIKEN full-length 
enriched library clone* 2900012M01 full insert seouence 


53 


2426 


D86077 

*^ WW 9 9 


Homo saniens DNA for cvclin G nartial rric 


0.02 


2427 


X94208 


H saniens TPR cene CI 121bn^ 


0.19 


2428 


AF2 11528 


Nicotiana tabacum Avr9/Cf-9 rapidly elicited protein 4 (ACRE4) 
mRNA, complete cds 


0.22 


2430 


L35688 


Homo sapiens (subclone H9 IOjIIO from PI LBL#3) DNA sequence 


5E-08 


2431 


U59711 


Cavia porcellus seminal vesicle secretory protein SVP-1/-3/-4 gene, 
complete cds 


0.14 


2432 


AK023305 


Homo sapiens cDNA FLJ13243 fis, clone OVARC1000622 


0.002 


2433 


AB048868 


Macaca fascicularis brain cDNA, clone:QnpA-10055 


0.044 


2434 


AF167585 


Homo sapiens clone C13 inimunoglobulin heavy chain variable region 
gene, partial cds 


0.13 


2435 


AB013796 


Ceratopteris richardii mRNA for CRHB6, complete cds 


0.024 
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SEQID 
NO 


ACCESSN 


DESCRP 


P VALUE 


2436 


AF071481 


Homo sapiens potassium channel (KCNQ3) gene, exon 4 


1.9 


2437 


AF282242 


Plasmodium falciparum strain Dd2 chloroquine resistance marker 
protein gene, complete cds 


0.22 - 


2438 


AY018307 


Oryza sativa microsatelliteMRG0632 containing (AT)X14, genomic 
sequence 


0.073 


2439 


Z74273 


S.cerevisiae chromosome IV reading frame ORF YDL225w 


0.028 I 


2440 


AY021257 


Oryza sativa microsatellite MRG3582 containing (TA)X22, genomic 
sequence 


0.018 


2441 


XM 012164 


Homo sapiens STE20-like kinase (JIK), mRNA 


0.27 


2442 


XM 036587 


Homo sapiens hypothetical protein DKFZp564B1023 1 
(DKFZP564B1023), mRNA 


0.008 


2443 


AL1 12743 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.069 


2444 


AB020575 


Conocephalum conicum psbA gene, complete cds, strain J type 


0.074 


2445 


BC001772 


Homo sapiens, Similar to glutaminyl-tRNA synthetase, clone 
MGC: 1525 IMAGE:3543728, mRNA, complete cds 


5.5 


2446 


AF289113 


Drosophila montana clone mon 10 transposon Penelope gene 
sequence 


0.064 I 


2447 


XM 015806 


Homo sapiens hypothetical protein FLJ22621 (FLJ22621), mRNA 


0 


2448 


AY047559 


Drosophila melanogaster GH07383 full length cDNA 


0.92 


2449 


XM 052662 


Homo sapiens ammo-terminal enhancer of split (AES), mRNA 


0.59 


2450 


AL138723 


Human DNA sequence from clone RP1 1-446N1 on chromosome 6, 
complete sequence [Homo sapiens] 


0.008 


2451 


AF151389 


Dermatobia hominis strain Ponta Grossa tRNA-He gene, partial 
sequence; D-loop, complete sequence; and 12S ribosomal RNA, 
partial sequence; mitochondrial genes for mitochondrial products 


0.46 


2452 


NMJU8123 


Homo sapiens hypothetical protein FLJ10517 (FLJ10517), mRNA 


0.21 


2453 


XM 042803 


Homo sapiens hypothetical gene supported by AL359651 
(LOC92091), mRNA 


1.9 


2454 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the 
complete sequence 


5 


2455 


AFO 17996 


Mus musculus lysosomal acid lipase gene, promoter region 


0.022 


2456 


XM_028409 


Homo sapiens KIAA1871 protein (KIAA1871), mRNA 


0.0003 


2457 


XM 051692 


Homo sapiens KIAA1705 protein (KIAA1705), mRNA 


0.0003 


2458 


U00037 


Caenorhabditis elegans cosmid T20H4 


0.073 


2459 


AL138748 


Human DNA sequence from clone RP4-732E19 on chromosome 
Xq21. 1-21.33 Contains GSSs, complete sequence [Homo sapiens] 


0.2 


2460 


AF052744 


Homo sapiens transcriptional repressor p54 gene, promoter region and 
partial cds 


1.8 


2461 


XM 007006 


Homo sapiens KIAA0985 protein (KIAA0985), mRNA 


1.7 


2462 


AF303046 


Homo sapiens proslinogen mRNA. complete cds 


0.44 


2463 


AK023562 


Homo sapiens cDNA FLJ13500 fls, clone PLACE1004693 


e-116 
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SEQ ID 
NO 


ACCESSN 




D \7AT TTC 


2464 


AF076692 


Aspergillus fumigatus aureobasidin-resistance protein (aurl) mRNA, 
complete cds 




2465 


AF054616 


OlOSSITIA TTlOrKltJlTIQ TTlf\rcitQTIC tH Trtrrihi n inVifKitnr nronircAf /TTl \ 
viwoDiua xiiv/ioiuuis lllUloJiaild UUUlUUm llLLUDllUI prcwUTSOr IX 11) 

mRNA. complete cds 




2466 


Z54147 


Human DNA sequence from cosmid L129H7, Huntington's Disease 

Rerion chromosomp 4n16 *K m-ritainc fVif» idanH 

*xv/gAV/41, VJU VlUUOvllIB tplUtJ UHIMIII^ V^JJvJ loiollU 




2467 


XM 040290 


nuuiu £><ipiciid ^luuuudie receptor, lonotropic, ajvlta l (vjKIAij, 
mRNA 


4 


2468 


AY026512 


xutiiub jiui vegitub uynein-associaiea protein i\J\JVL£.$ {KSlZj) mKNA, 


1.5 


2469 


AY033091 


Plasmodium berghei Pbs36 gene, complete cds 


0.0008 


2470 


XM 051572 


Homo sapiens heat shock transcription factor 2 (HSF2), mRNA 


2E-42 


2471 


AF287003 


Floriceps minacanthus 18S ribosomal RNA gene, complete sequence 


1.8 


2472 


X99872 


SnlfrtlnhllC npiAnr^al rforinc TwrH emit a 


0.2 


2473 




Bombina orientalis SAP bombesin preprohormone mRNA, complete 

rale 


0.56 


2474 


AC024819 


Caenorhabditis elegans cosmid Y55B1AL, complete sequence 


6.9 


2475 


AF282602 


.Litoria suDgianauiosa strain b AMA_R5 105 1 NADH dehydrogenase 
suounit ^ ^jnli4; gene, partial cas, nutocnonanai gene for 

TnitnrKonHrial nmHnrf 
iLuiAjviiuuui lai jjiuuuui 


0.073 


2476 


AL5Qn4^ 


Human DNA sequence from clone RP1 1-260H5 on chromosome 6, 

ponrnl pfp CPfiiiPnPP rTTnmn coniprtcl 


A Oil 

0.24 


2477 


Z69375 


Human DNA sequence from cosmid L174G8, Huntington's Disease 

XxvglUU, Will UlllUaUlUC Hjpio. J 


jli-lo 


2478 


U32174 


l^iwLjruaLciiuiii uidwuiucuiij opurc lysis a ^spiAj gene, complete cos 


U.ZD 


2479 


XMJ)45095 


Homo sapiens KIAA1320 protein (KIAA1320), mRNA 


0.53 


2480 


AY035224 


(tsIIiiq Online nurHi^p mncrlp "fa^tnr 1 nono norfiol 

vJ cu luj gaJlllcs LoJCUau la\*lUl l gdlC, UaJXlal COS 


A *7C 
U. /o 


2481 


D14567 


Penicillium urticae mitochondrial 1-rRNA (large rRNA) gene and its 

■flanVino' rpcrirvn 
JJOllnJllg icgiuu 


A OC 


2482 


AF119218 


niv-i strain yoLAJoo. iu uoiu Kepuonc 01 tne uongo, envelope 
glycoprotein, v~£-^*f region venvj gene, partial cas 


A AA*> 


2483 


AF3 86963 


Arabidopsis thaliana Unknown protein mRNA, complete cds 


0.057 


2484 




C* pIpqjitic Vipr»1 <tptip 
V^.vlCgalls 11C1~1 gene 


AID 


2485 


AE006341 


i^dciococcus lacus suusp. lacus IL1400 section iuj 01 zio ot tne 
complete genome 


6.1 


2486 


AL583831 


Human DNA seauence from clone RP11-469L10 on chmmmrnne fi 
complete sequence [Homo sapiens] 


0.23 


2487 


NC 001617 


Human rhinovirus 89 


0.078 


2488 


X65859 


H sapiens pseudogene for the low affinity IL-8 receptor 


5.7 


2489 


AE007508 


Streptococcus pneumoniae section 191 of 194 of the complete genome 


0.63 


2490 


AF1 99367 


Entamoeba histolytica cdc48-like protein gene, complete cds 


0.56 


2491 


AF211160 


Pseudonaja textilis tissue-type liver phospholipase A2 inhibitor beta 
subunit isoform PTI-2B mRNA, complete cds 


2.2 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2492 


AE000813 


Methanobacterium thermoautotrophicum from bases 206991 to 
217929 (section 19 of 148) of the complete genome 


5.5 


2493 


U67604 


Methanococcus jannaschii section 146 of 150 of the complete genome 


1 


2494 


D 16253 


Pichia canadensis mitochondrial gene for NADH dehydrogenase 
subunit 5, complete cds 


0.006 


2495 


NC 001530 


Human papillomavirus type 47, complete genome 


5.4 


2496 


AF286437 


Pseudavenzoaria ochropodis from host Tringa ochropus 16S 
ribosomal RNA gene, partial sequence; mitochondrial gene for 
mitochondrial product , 


0.4 


2497 


XM 006069 


Homo sapiens weel+ (S. pombe) homolog (WEE1), mRNA 


3E-26 


2498 


AF3 14019 


Rana boylii NADH dehydrogenase subunit 1 (ND1) gene, partial cds; 
tRNA-Qe, tRNA-Gln, and tRNA-Met genes, complete sequence; 
NADH dehydrogenase subunit II (ND2) gene, complete cds; tRNA- 
Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr genes, 
complete se> 


1.4 


2499 


AJ3 14911 


Dictyostelium discoideum DrnA gene for putative RNaseUI, exons 1-3 


0.51 


2500 


M35228 


Vesicular stomatitis virus (strain 86-GM-B) glycoprotein gene, 
complete cds 


0.45 


2501 


AB021290 


Homo sapiens gene for chondromodulin-1, promoter and partial cds 


0.72 


2502 


AJ307807 


Astrammina rara partial 18S rRNA gene, isolate A44 


3.5 


2503 


AB005148 


Bos taurus mRNA for IL-1 receptor antagonist, complete cds 


0.84 


2504 


AE002687 


Drosophila melanogaster genomic scaffold 142000013385743, 
complete sequence 


0.23 


2505 


AF053496 


Caenorhabditis elegans beta chain spectrin homolog Smal (smal) 
mRNA, complete cds 


5.9 


2506 


X59611 


Exoli IncFV plasmid pED208 oriT region with genes traM, traJ and 
traY(part) 


0.043 


2507 


XM 051897 


Homo sapiens phospholipase A2, group IVA (cytosolic, calcium- 
dependent) (PLA2G4A), mRNA 


3E-66 


2508 


AJ132890 


Bos taurus mRNA for acetyl-CoA-carboxylase 


0.18 


2509 


Y13537 


Homo sapiens LAG-3 gene, 3' region 


1.7 


2510 


AE002149 


Ureaplasma urealyticum section 50 of 59 of the complete genome 


0.027 


2511 


AF170573 


Influenza C virus C/Johannesburg/1/66 segment 5 nucleoprotein (NP) 
gene, partial cds 


2.4 


2512 


AK016507 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4931439C15, full insert sequence 


6.8 


2513 


AL354664 


Human DNA sequence from clone RP11-209D8 on chromosome 6. 
Contains ESTs and GSSs. Contains part of the COL12A1 gene for 
collagen type XII, alpha 1, complete sequence [Homo sapiens] 


0.082 


2514 


AB042531 


Pisum sativum PsEXT mRNA for xyloglucan endotransglycosylase, 
complete cds 


2E-12 
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SEQID 


ACCESSN 


DESCRP 


P VALUE 


£J l j 


AL590371 


Human DNA sequence from clone RP11-295H23 on chromosome 6, 
complete sequence [Homo sapiens] 


1.5 


2516 


AF334780 


Homo sapiens pregnancy-induced growth inhibitor OKL38 gene, 
partial cds 


0.8 


2517 


AF362371 


Dictyostelium discoideum histidine kinase Dhkl (dhkl) gene, 
complete cds 


0.021 


2518 


NM 012608 


Rattus norvegicus Membrane metallo-endopeptidase (neutral 
endopeptidase/enkephalinase) (Mme), mRNA 


2 




BC007173 


Mus musculus, clone MAGE:3493127, mRNA, partial cds 


5E-53 


2520 


Y13870 


Homo sapiens mRNA containing (CAG)6 repeat, clone CZ-CAG-12 


0.06 


ZDZL 


AF051769 


Homo sapiens hyaluronidase-like pseudogene 1 (HYALP1), partial 
sequence 


0.009 


ZJZZ 


AF309947 


Dictyostelium discoideum Racl A (raclA) gene, complete cds; and 
unknown gene 


0.77 




AF128392 


Arabidopsis thaliana BAC F15P23 


0.22 




AK020739 


Mus musculus adult male spinal cord cDNA, RIKEN foil-length 
enriched library, clone:A330106L17, full insert sequence 


7.2 


Z5Z5 


Y09472 


B.taurus gene encoding preprododecapeptide 


0.24 


2526 


D87922 


Rat DNA for 3UTR of skeletal muscle sodium channel, partial 
sequence 


0.4 


2527 


U70865 


Carassius auratus CCK8 precursor, mRNA, complete cds 


. 0.67 


2528 


AB012624 


Homo sapiens FLU gene for ERGB transcription fuctor, intron 4 and 
partial cds 


0.054 


i ton 

2529 


AF180492 


Crocuta crocuta microsatellite Ccrl2 sequence 


0.083 


2530 


AL078640 


Human DNA sequence from clone 536P6 on chromosome 22. 
Contains an EST, complete sequence [Homo sapiens] 


2E-11 


2531 


Z63184 


H.sapiens CpG island DNA genomic Msel fragment, clone 7al, 
forward read cpg7al.ftld 


6E-22 


ZJJZ 


AL162055 


Homo sapiens mRNA; cDNA DKFZp761M2223 (from clone 
DKFZp761M2223) 


0.022 ! 


2533 


AE001392 


Plasmodium falciparum chromosome 2, section 29 of 73 of the 
complete sequence 


6.$ 


2535 


AF202903 


Sporopachydermia cereana var. D77-321B internal transcribed spacer 
1, 5.8S ribosomal RNA gene and internal transcribed spacer 2, 
complete sequence; and large subunit ribosomal RNA gene, partial 
sequence 


0.14 


2536 


U59487 


Borrelia burgdorferi P35 antigen protein gene, and 7,5 kDa 
lipoprotein gene, complete cds 


0.029 


2537 


XM 030999 


Homo sapiens KIAA0444 protein (KIAA0444), mRNA 


0.012 


2538 


AF302838 


Mus musculus putative tumor suppressor LEU2 gene, exons 1 and 2 


0.63 


2539 


AF125423 


Bresiliidae gen. sp. LSP21-1 cytochrome oxidase I gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.66 


2540 


AP001348 


Homo sapiens genomic DNA, chromosome 21q21.1-q21.2 
clone:f39G8, LL56-APP region, complete sequence 


0.42 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2541 


XM 028324 


Homo sapiens hypothetical protein FLJ14195; KIAA1714 protein 
(FLJ14195), mRNA 


8E-98 


2542 


AF238860 


Streptococcus mutans mutacin 1 biosynthesis gene cluster, partial 
sequence 


4.6 


2543 


AE005391 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 10 
of 290 


1.6 


2544 


AK024518 


Homo sapiens cDNA: FLJ20865 fis, clone ADKA01850 


0.06 


2545 


AK026595 


Homo sapiens cDNA: FLJ22942 fis, clone KAT08170, highly similar 
to HUMMHBW62 Homo sapiens (clone pMF18) MHC class I HLA- 
Bw62 mRNA 


4E-39 


2546 


AL449163 


Human DNA sequence from clone RP1 1-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


2.3 


2547 


AJ305O53 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRGS-2/C767 


0.69 


2548 


AF283067 


Homo sapiens clone 3ptel_cllbt3 sequence 


1E-41 


2549 


AF286431 


Bychovskiata intermedia from host Charadrius leschenaulti 16S 
ribosomal RNA gene, partial sequence; mitochondrial gene for 
mitochondrial product 


0.94 


2550 


L35232 


Schizosaccharomyces pombe deoxyribonuclease (exo2) gene, exons 1- 
3, complete cds 


0.93 


2551 


AF319044 


Methanosarcina acetivorans strain C2A MtaF (mtaF) and MtaG 
(mtaG) genes, complete cds 


0.034 


2552 


XM 018334 


Homo sapiens hypothetical protein FLJ22418 (FU22418), mRNA 


0.013 


2553 


U35862 


Visna virus clone 678 env3.2 envelope polyprotein (env) gene, partial 
cds 


0.17 


2554 


M20005 


N.crassa conidation-specific protein genes con-10 (complete cds.) and 
con-13 (3' flank) 


0.079 


2555 


AB050531 


Macaca fascicularis brain cDNA, clone:QnpA-20907 


1.4 


2556 


AB009693 


Mus musculus gene for mafG, complete cds 


5.6 


2557 


U67593 


Methanococcus jannaschii section 135 of 150 of the complete genome 


0.024 


2558 


XM 028292 


Homo sapiens x 009 protein (MDS009), mRNA 


4 


2559 


U67578 


Methanococcus jannaschii section 120 of 150 of the complete genome 


1.8 


2560 


AE001759 


Thermotoga maritima section 71 of 136 of the complete genome 


1.9 


2561 


AF363230 


Phascolion strombi homeodomain transcription factor Gsx (Gsx) 
gene, partial cds 


0.59 


2562 


NM019211 


Rattus norvegicus RAS guarryl releasing protein 1 (Rasgrp), mRNA 


2.5 


2563 


U60070 


Solanum tuberosum disease resistance homolog (Stl21) gene, partial 
cds 


0,68 


2564 


AE006593 


Streptococcus pyogenes Ml GAS strain SF370, section 122 of 167 of 
the complete genom 


0.062 
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NO 


ACCESSN 


DESCRIP 


P VALUE 


2565 


AF147231 


Wilkesia gymnoxiphium ASAPETALA1-A (ASAP 1 -A) gene, exons 3 
through 8, partial cds 


0.026 


2566 


AK018656 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
library, clone:9130402C12, full insert sequence 


0.74 


2567 


X65859 


H.sapiens pseudogene for the low affinity TL-8 receptor 


5.4 


2568 


XM 030855 


Homo sapiens similar to KIAA1361 protein (H. sapiens) (LOC90315), 
mRNA 


0.65 




XM_031726 


Homo sapiens hypothetical protein FLJ12577 (FLJ12577), mRNA 


2.1 


own 


Z68749 


Caenorhabditis elegans cosmid F56H11, complete sequence 


0.025 


J,D 1 1 


AE000020 


Mycoplasma pneumoniae M129 section 60 of 63 of the complete 
genome 


0.17 


.<£ J // 


U63091 


Oryctolagus cuniculus beta-globin-like gene cluster locus control 
region 


0.13 




BC001339 


Homo sapiens, clone IMAGE:3461987, mRNA, partial cds 


1E-31 


/J/4 


U86962 


Dictyostelium discoideum MigA (migA) gene, complete cds 


0.9 


ZD /3 


AY021629 


Oryza sativa microsatellite MRG3954 containing (TA)X30, genomic 
sequence 


6.5 


25 /O 


AB063077 


Macaca fascicularis brain cDNA clone:QtrA-13349, full insert 
sequence 


0.59 


2577 


XM 044332 


Homo sapiens piwi (Drosophila)-like 1 (PIWIL1), mRNA 


4E-28 




Z97185 


S.pombe cliromosome I cosmid C16A10 


1.5 


057Q 


L43603 


Gallus gallus Na+/K+-ATPase alpha-1 subunit gene, promoter region 


0.7 




AC016645 


Homo sapiens chromosome 5 clone RP11-54A24, complete sequence 


0.0001 


2581 


AE001408 


Plasmodium falciparum chromosome 2, section 45 of 73 of the 
complete sequence 


0.25 


2582 


AF067699 


Ischnura prognata cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.45 




AC026061 


Homo sapiens BAC clone RP11-223K9 from Y, complete sequence 


2E-15 


2584 


Y13537. 


Homo sapiens LAG-3 gene, 3* region 


0.24 


2585 


AE005977 


Caulobacter crescentus section 303 of 359 of the complete genome 


5.5 


2586 


U13190 


Angiostrongylus cantonensis clone G-2 retrotransposable element 
AcT-1 


0.077 




AF3 64550 


Drosophila melanogaster transposon cruiser, complete sequence 


u.u/ 


2588 


XM_034146 


Homo sapiens CD36 antigen (collagen type I receptor, 
tlirombospondin receptor) (CD36), mRNA 


0.62 


2589 


AF014580 


Gonioctena viminalis 12S ribosomal RNA gene, mitochondrial gene 
for mitochondrial RNA, partial sequence 


2.1 


2590 


XM 042643 


Homo sapiens hypothetical protein DKFZp434G131 
(DKFZP434G131), mRNA 


0.68 


2591 


BC004324 


Homo sapiens, ribosomal protein S16, clone MGC: 10931 
MAGE:3628799, mRNA, complete cds 


0.006 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2592 


T TA O A O A 

U42430 


Mesocricetus auratus CD36 mRNA, complete cds 


0.71 


2593 


U16137 


Saccharomyces cerevisiae Mvplp (MVP1) gene, complete cds 


4.7 


2594 


AB047954 


Macaca fascicularis brain cDNA, clone:QnpA-12630 


0.65 1 


2595 


AF261697 


Homo sapiens clone 17ptel_c39t3 sequence 


0.024 


2596 


AF162598 


Drosophila virilis strain wl 59 zeste protein (z) gene, partial cds 


0.063 


2597 


U40255 


Peromyscus sejugis ND3 and ND4L genes, complete cds, tKNA(arg) 
gene, complete sequence, tRNA(gly) gene, partial sequence, and ND4 
gene, partial cds, mitochondrial genes encoding mitochondrial 
products 


A £1 

0.67 


2598 


Z63251 


Hsapiens CpG island DNA genomic Msel fragment^ clone 7hl0, 
forward read cpg7hl0.fla 


0.003 


2599 


U68150 


Chelonus sp. 16S mitochondrial ribosomal RNA, mitochondrial gene, 
partial sequence 


0.003 


2600 


AF138281 


Arabidopsis thaliana phospholipase D-gamma-2 mRNA, complete cds 


0.071 


2601 


AF069985 


Mus musculus nitrilase homolog 1 (Nitl) gene, alternatively spliced 
product, complete cds 


0.39 


2602 


M83134 


Human germline IgH chain (hv3005) V3-region 


0.35 


2603 


AF275245 


Trama rara 12S small subunit ribosomal RNA gene, partial sequence; 
tRNA-Val gene, complete sequence; and 16S large subunit ribosomal 
RNA gene, partial sequence; mitochondrial genes for mitochondrial 
products 


- 

0.59 




X93302 


S.cerevisiae mRNA for Msn5 protein 


0.05 


2605 


AK015536 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930470H18, full insert sequence 


0.7 


zuuu 


AC087735 


Caenorhabditis elegans cosmid Y35H6, complete sequence 


0.022 


2607 


AJ271002 


Mus musculus TFFl/pS2 gene for Trefoil Factorl/pS2, exons 1-3 


0.73 




NMJH9664 


Mus musculus potassium inwardly-rectifying channel, subfamily J, 
member 15 (Kcnjl5), mRNA 


5.8 


2609 


AL450330 


Human DNA sequence from clone RP11-162H13 on chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] 


0.25 


2610 


Z24671 


H. sapiens (D1S514) DNA segment containing (CA) repeat; clone 
AFMal51za5; smgle read 


a 

U.0U7 




AE000773 


Aquifex aeolicus section 105 of 109 of the complete genome 




2612 


X93508 


E.histolytica mRNA for 170kDa subumt of galactose/N- 
acetylgalactosamine binding lectin 


0.054 


2613 


AK003780 


jvlus muscujus io Gays cinoryo cl/in/v, ivusjdin iuii-iciigui ciuioiicu 
library, clone:ll 10018121, full insert sequence 


0.15 


2614 


L81687 


Homo sapiens (subclone l_cl2 from PI H54) DNA sequence, 
complete sequence 


5.2 


2615 


M10090 


Human myoglobin gene, exon 1 


0.13 


2616 


NC_002670 


Bacteriophage bIL3 11, complete genome 


0.061 


2617 


ABO 16259 


Oryzias latipes gene for cardiac muscle actin, complete cds 


0.19 


2618 


U67578 


Methanococcus jannaschii section 120 of 150 of the complete genome 


2 
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SEQID 
NO 


ACCESSN 




T> \/AT TTC 


2619 


AF1 86258 


I 

"HATHA CJmiMlC ClllfhfrancfprQCA Ifl fCTTT XI Cl\ rrono a v nnc O „ n J «J 

xiuiiiu & api ci id buiiuuaiibieiabc i^i ^oUJ-fi x\->i) gene, exons jl and j 


a aa*> 
0.002 • 


2620 


Y70777 


jr.iuiiu&ub dor, liuu diiu auo-iicy genes 


o.l 


2621 


XM.042013 


Homo sapiens cell division cycle 34 (CDC34), mRNA 


1.5 


2622 




cLjuuh ududiiub urss\ nucrusdienue i jv. i j /y 


A IO 

O.lo 


2623 


AF1 17951 


Mus musculus lysyl oxidase-like protein 2 mRNA, partial cds 


0.015 


2624 


AF* 1 ORR7 


Dictyostelium discoideum RacB (racB) gene, partial cds; and 
uiuuiu wn gene 


0.17 


2625 




noiiiu sapiens jsjj\f\.i proiein ^jvia/vi j\j\)) 9 mKJNA 


A12 on 

4E-89 


2626 


AK021859 


Homo sapiens cDNA ELJ11797 fis, clone HEMBA1006182 


0 


2627 


AF980894 

nJT^0v07 1 r 


fongo pygniaeus cione j**jo enromosome Aq genomic sequence 


0.0002 


2628 


AE001396 


riasmoaium iaiciparam enromosome 2, section o 5 01 73 01 tne 
complete sequence 


0.074 


2629 




Homo sapiens similar to KlKbN cDNA 26103 07121 gene; 
hypothetical protein, MNCb-4273 (M musculus) (LOC92606), 


U.Do 


2630 




Leishmaiua tarentolae maxicircle DNA fragment 


6.2 


2631 


AF181582 


Bombus terrestris 16S large subunit ribosomal RNA gene, partial 
sequence 


0.2 


2632 


JVl,?«f l*f>J 


o.cerevisjae miiocnonunai gap iz sequence 


0.64 


2633 


/U4UUOXZ 


Trioxys angelicae partial mitochondrial ATPase 6 gene for ATPase 6 
suoumi 


0.65 


2634 


AB021290 


Homo sapiens gene for chondromodulin-1, promoter and partial cds 


0.75 


2635 


AJJOJ / JO 


urosopnna meianogaster iiikna ior jim zinc ringer protein 


0.028 


2636 


AT 101 ^RQ 


Human DNA sequence from clone RP5-1 140M3 on chromosome 20. 
contains uoos, complete sequence [Homo sapiens] 


0.002 


2637 




riomo sapiens nypoineucai protein rLJiooyy (tlj lODyyj, mKWA 


A Ovl 

0.24 


2638 


AT301 SARA 


uugesia japomca iiikjna ior myosin neavy cnain, complete cos 


A O 

0.2 


2639 


.AJ.Y1._UU OlDl 


xiomo sapiens nypoineucai protein r.LJ20.>4D (rJwJ2uj4Dj, mxiNA 


A {Y7A. 
0.0 IJ 


2640 


AFft?A£9 1 

ATUi'tOi J. 


Mus musculus gamma-aminobutyric acid receptor rho2 subunit 
niruN a, compieie cos 


O.O 


2641 


L78777 


Homo sapiens (subclone 2J>8 from PI H49) DNA sequence 


8E-11 


2642 


AE001028 


Archaeoglobus fulgidus section 79 of 172 of the complete genome 


2 


2643 


AB013796 


Ceratopteris richardii mRNA for CRHB6, complete cds 


0.028 


2644 


X03848 ! 


Chlorella ellipsoidea chloroplast 16S-23S DNA spacer and ORF1 to 
ORF4 DNA 


0.086 


2645 


Z21938 


B.aphidicola trpE and trpG genes for anthranilate synthase, 
components I and II 


0.74 


2646 


XM 039805 


Homo sapiens hypothetical protein MGC3040 (MGC3040), mRNA 


2.1 
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SEQID 
NO 


ACCESSN 


DESCRTP 


P VALUE 


2647 


AF267217 


Candidatus Carsonella ruddii natural-host Pachypsylla celtidis ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


0.71 


2648 


L39786 


Lupinus angustifolius conglutin gamma gene, complete cds 


0.084 


2649 


AB049879 


Macaca fascicularis brain cDNA, clone:QnpA~18812 


0.74 


2650 


AE002648 


Drosophila melanogaster genomic scaffold 142000013385436, 
complete sequence 


2.1 


2651 


XM 032228 


Homo sapiens hypothetical gene supported by AL080068 
(LOC90510), mRNA 


2.4 


2652 


XM_044529 


Homo sapiens calcium and integrin binding protein (DNA-dependent 
protein kinase interacting protein) (SIP2-28), mRNA 


0.76 


2653 


AB035494 


Alternaria alternata gene for Akt3-2, complete cds 


0.7 


2654 


AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the 
complete sequence 


0.27 


2655 


XM 013145 


Homo ^aniens Alnort cvndroTne mental retardatioiL midface 
hypoplasia and elliptocytosis chromosomal region, gene 1 
(AMMECR1), mRNA 


0.65 . 


2656 


NM 007976 


Mus musculus coagulation factor V (F5), mRNA 


0.077 


2657 


U47913 


Tribolium freemani Woot retrotransposon, partial sequence and 3' 
insertion junction F3(l) 


0.087 


2658 


D10331 


Pneumonia virus of mice mRNA for nonstructural proteins and major 
nucleocapsid protein, complete cds 


0.084 


2659 


AL3 90874 


Human DNA sequence from clone RP1 1-238K16 on chromosome 9, 
complete sequence [Homo sapiens] 


0.003 


2660 


AF020282 


Dictyostelium discoideum DG2033 gene, partial cds 


2.3 


2661 


AF393505 


Mus musculus potential meioric DNA repair locus 


2.2 


2663 


U12186 


Oryctolagus cuniculus sodium/dicarboxylate cotransporter mRNA, 
partial cds 


2.3 


2664 


AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRGS-2/C767 


0.78 


2665 


AE006628 


Streptococcus pyogenes Ml GAS strain SF370, section 157 of 167 of 
the complete genome 


'2.4 


2666 


L76504 


Cronartium arizonicum isolate FSprP-1 18S ribosomal RNA gene, 
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; and 26S 
ribosomal RNA gene, partial sequence 


0.79 


2667 


XM 032307 


Homo sapiens neuronal thread protein (AD7C-NTP), mRNA 


7.2 


2668 


XM 010126 


Homo sapiens stromal antigen 2 (STAG2), mRNA 


e-123 


2670 


AB018798 


Plasmodium yoelii gene for P-Type ATPase, complete cds 


0.029 


2671 


Z24358 


H. sapiens (D2S377) DNA segment containing (CA) repeat; clone 
AFM3 19zf9; single read 


0.0004 


2672 


AE000878 


Methanobacterium thermoautotrophicum from bases 976801 to 
992232 (section 84 of 148) of the complete genome 


6.2 
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CT7A TT% 

\jr\ 
PiVJ 


ACCESSN 


DESCRIP 


P VALUE 


2673 


AL137717 


Homo sapiens mRNA; cDNA DKPZp434J1630 (from clone 
DKFZp434J1630) 


2E-31 


2o /4 


X61377 


S.cerevisiae XYK gene for xylulokinase 


2.4 


zo/5 


XM 034353 


Homo sapiens KIAA1500 protein (KIAA1500), mRNA 


4E-89 


2676 


JO 1268 


Slime mold (D.discoideum) actin 2 (sub 2) pseudogene 5* end 


I 0.085 


2677 


AF1 13932 


Carios puertoricensis 16S ribosomal RNA, partial sequence 


0.079 


2678 


XM 028752 


Homo sapiens ribophorin II (RPN2), mRNA 


2.1 


2679 


BC003254 


Mus musculus, Similar to dentatorubral pallidoluysian atrophy, clone 
MGC.5758, mRNA, complete cds 


0.78 


2680 


NCJ)01871 


Feline foamy virus, complete genome 


0.27 


2681 


AF188115 


Simian immunodeficiency virus Gag protein gene, complete cds; Pol 
protein gene, partial cds; Vif protein (Vif), Vpr protein (Vpr), 
truncated Tat protein (Tat), Rev protein (Rev), Env protein (Env), and 
Nef protein (Nef) genes, complete cds; and long te> 


0.77 


2682 


AE007382 


Streptococcus pneumoniae section 65 of 194 of the complete genome 


0.73 


2683 


AF190869 


Gorilla gorilla X chromosome clone 1, partial sequence 


0.082 


2685 


AK004792 


Mus musculus adult male lung cDNA, RIKEN mil-length enriched 
library, clone: 120001 5107, full insert sequence 


1E-15 


2686 


AE001387 


Plasmodium falciparum chromosome 2, section 24 of 73 of the 
complete sequence 


0.063 


2687 


AB051438 


Homo sapiens mRNA for KIAA1651 protein, partial cds 


e-141 


2688 


AY047509 


Drosophila melanogaster GH01721 full length cDNA 


0.21 


2689 


AK016678 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4933405P16, full insert sequence 


0.21 


2690 


Z19055 


B.aphidicola tryptophan operon 


0.077 


2691 


XM_047737 


Homo sapiens ubiquitin specific protease 25 (USP25), mRNA 


9E-56 


2692 


U13190 


Angiostrongylus cantonensis clone G-2 retrotransposable element 
AcT-1 


0.26 


2693 


X00858 


H.sapiens DHFR gene, exon 5 


0.27 


2695 


AK026620 


Homo sapiens cDNA: FLJ22967 fis, clone KAT10573, highly similar 
to AF151892 Homo sapiens CGI-134 protein mRNA 


0.077 


2696 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig i 


0.25 


2697 


U93276 


Mus musculus glucokinase gene, intron 1 and hypersensitive site VII 
region 


0.73 


2698 


AE006705 


Sulfolobus solfataricus section 64 of 272 of the complete genome 


1.2 


2699 


AE001423 


Plasmodium falciparum chromosome 2, section 60 of 73 of the 
complete sequence 


2.2 


2700 


X76799 


Rsapiens genomic DNA dinucleotide (AC) repeat clone alO 


6.4 


2701 


Z93324 


L.major DNA containing open reading frame 


0.23 


2702 


AJ251163 


Dictyostelium discoideum dymB gene for dynamin B homologue 


6.3 . 


2703 


AK020562 


Mus musculus adult male urinary bladder cDNA, RIKEN full-length 
enriched library, clone:9530018H14, full insert sequence 


0.76 
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2704 


AF1 16983 


Stenomesson variegatum ribulose 1,5-bisphosphate carboxylase large 
subunit (ibcL) gene, partial cds; chloroplast gene for chloroplast 
product 


6.4 


2706 


XM 051524 


Homo sapiens archain 1 (ARCN1), mRNA 


0.66 


2707 


AF351620 


Homo sapiens lipocalin-1 interacting membrane receptor (LIMR) 
gene, complete cds 


0.084. 


2708 


AF180472 


Homo sapiens aryl-hydrocaibon interacting protein-like 1 (AIPL1) | 
gene, complete cds 


5.9 


2709 


AY008848 


Ictalurus punctatus clone Icpu-UA/3 MHC class I antigen gene, 
complete cds 


0.025 


2710 


NM 016862 


Mus musculus vesicle transport through interaction with t-SNAREs 1 
homolog (Vtil-pending), mRNA 


0.65 


2711 


AE004023 


Xylella fastidiosa 9a5c, section 169 of 229 of the complete genome 


3.9 


2712 


XM_037239 


Homo sapiens actin, beta (ACTB), mRNA 


1E-49 


2713 


AE001404 


Plasmodium falciparum chromosome 2, section 41 of 73 of the 
complete sequence 


0.7 


2714 


XM 050114 


Homo sapiens TERA protein (TERA), mRNA 


5.9 


2715 


AK001082 


Homo sapiens cDNA FLJ10220 fis, clone HEMBA1007342 


0.56 


2716 


AF380155 


Ctenopharyngodon idella c-Fos (c-fos) mRNA, complete cds 


3.2 


2717 


AB027352 


Cordyceps sp. 97003 mitochondrial DNA for small subunit ribosomal 
RNA 


0.47 


2718 


AB033220 


Lactococcus lactis gadB gene, untranslated by upstream firamesbift, 
strain:01-l 


1.9 


2719 


U01841 


Mus musculus B6/CBAF1J peroxisome proliferator activated receptor 
gamma (ppar) mRNA, complete cds 


0.009 


2720 


AL023814 


Caenorhabditis elegans cosmid H08J19, complete sequence 


0.021 


2721 


XM 047737 


Homo sapiens ubiquitin specific protease 25 (USP25), mRNA 


5E-56 


2723 


AF389403 


Takifugu rubripes pericentriolar material 1 protein (PCM1) mRNA, 
complete cds 


1.9 


2724 


AE006369 


Lactococcus lactis subsp. lactis IL1403 section 131 of 218 of the 
complete genome 


0.21 


2726 


AF367865 


Mesembryanthemum ciystallinum potassium transporter HAK2p 
(HAK2) mRNA, complete cds 


0.39 


2727 


XM 043040 


Homo sapiens hypothetical protein MGC2718 (MGC2718), mRNA 


1E-09 


2728 


AE001392 


Plasmodium falciparum chromosome 2, section 29 of 73 of the 
complete sequence 


0.0000004 


2729 


U31371 


Bovine herpesvirus 4 1.7-kb late RNA (L1.7) mRNA, repeat region 


1.9 


2730 


AF195728 


Libellula flavida 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.025 


2731 


AK024658 


Homo sapiens cDNA: FLJ21005 fis, clone CAE03745 


0.64 


2732 


AK025613 


Homo sapiens cDNA: HJ21960 fis, clone HEP05517 


1.4 


2733 


L11016 


Homo sapiens lymphotoxin-beta gene, complete cds 


0.0001 


2734 


Y14422 


M.musculus DNA for retinal protein 


1.2 
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2735 


X83757 


E.histolytica 170 kDa lectin gene, 5' region 


0.64 


2736 


AK017535 


Mus musculus 8 days embryo cDNA, RJKEN full-length enriched 
library, done:5730409K12, Ml insert sequence 


0.64 


2737 




Urosoplula melanogaster GH01721 full length cDNA 


0.21 . 


2738 




Homo sapiens gene for T-cell nuclear receptor NOT (Nurrl), complete 
cds 


0.024 


2739 


U58731 


Caenorhabditis elegans cosmid W09B12 


0.61 


2740 


U35620 


Nicotiana tabacum ribulose-1,5 bisphosphate carboxylase/oxygenase 
large subunit N-methyltransferase (rbcmtT) mRNA, complete cds 


1 


2741 


AF181720 


Homo sapiens RU2AS (RU2) gene, complete cds; and RU2S (RU2) 
gene, partial cds 


5.4 


2742 


AbUUo560 


Streptococcus pyogenes Ml GAS strain SF370, section 89 of 167 of 
the complete genome 


0.24 


2743 


Ar34o2o7 


Gonioctena pallida haplotype 61 mitochondrial control region, partial 
sequence 


5 


2744 


L05617 


Dictyostelium purpureum (Dpp5) DNA sequence, repeat region 


0.021 


2745 


AK021104 


Mus musculus adult male corpus striatum cDNA, RIKEN full-length 
enriched library, clone:C030026M15, full insert sequence 


1 


2746 


L0ol74 


Romanomermis culicivorax mitochondrial NADH dehydrogenase 
subunits 6 and 3 (ND6, ND3) cytochrome P450-like protein genes, 
complete CDS 


1.6 


2747 


AB006130 


Mesocricetus auratus mRNA for haptoglobin, complete cds 


0.24 


2748 


A T/Aftl A AO 

AKD01448 


Homo sapiens cDNA FLJ10586 fis, clone NT2RP2003986 


0.0008 | 


2749 


M95192 


i 

Drosophila melanogaster hairless protein (H) mRNA, complete cds 


3.6 


2750 


X53426 


Nicotiana sylvestris NySS41 and partial NySS42 genes for RUBISCO 
small subunit (SSU) 


0.63 


2751 


NC 001336 


Methanobacterium thermoautotrophicum plasmid pFVl, complete 
sequence 


0.074 


2752 


NM 011595 


Mus musculus tissue inhibitor of metalloproteinase 3 (Timp3), mRNA 


0.012 


2753 


A Af\ 

AF299340 


Homo sapiens CD 164 gene, complete cds, alternatively spliced 


0.074 


2754 


AT 1 O 1 1£C 

AL121765 


S.pombe chromosome I cosmid cl786 


0.025 


2755 


U27078 


Trichaptum abietinum mitochondrial small subunit ribosomal RNA, 
mitochondrial gene, partial sequence 


0.44 


2756 


AF279292 


Mycoplasma hyopneumoniae strain ISU 232 YX1 (yxl) gene, partial 
cos, pi IV mem crane proiein precursor, gene, complete cos, ana YAz 
(yx2) gene, partial cds 


0.024 


2757 


AL590371 


Human DNA sequence from clone RP1 1-295H23 on chromosome 6, 
complete sequence [Homo sapiens] 


0.61 


2758 


XM 041904 


Homo sapiens cathepsin S (CTSS), mRNA 


6 


2759 


D63170 


Gallus domesticus DNA for the terminal heterochromatic region of 
the Z chromosome 


1.4 


2760 


NM_023197 


Mus musculus RECEN cDNA 2310008H09 gene (2310008H09Rik), 
mRNA 


0.025 
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9761 


BC007150 


Mus musculus, dystroglycan 1, clone MGC:6651 IMAGE:3496914, 
mRNA, complete cds 


0.18 




BC000480 


Homo sapiens, amyloid beta precursor protein-binding protein 1, 
59kD, clone MGC:8690 IMAGE:2964638, mRNA, complete cds 


8E-65 




XM 036683 


Homo sapiens a disintegrin-like and metalloprotease (reprolysin type) 
with thrombospondin type 1 motif, 3 (ADAMTS3), mRNA 


3E-46 


L /Oj 


AJ005581 


Encephalitozoon cuniculi complete rDNA unit (16S, 5.8S, 23S, ITS1 
andIGS) 


0.42 


2/00 


AE005227 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 51 
of 155 


0.007 


x/O/ 


XM 048172 


Homo sapiens hypothetical protein DKFZp434F1017 
(DKFZP434F1017), rnRNA 


3.8 


2769 


AF129087 


Medicago sativa mitogen-activated protein kinase homologue (TDY1) 
gene, complete cds 


0.66 


2770 


XM 008176 


Homo sapiens MYB binding protein (P160) la (MYBBP1 A), mRNA 


5.2 


2771 


AC024865 


Caenorhabditis elegans cosmid Y74C10AL, complete sequence 


0.039 




XM 036164 


Homo sapiens RAN binding protein 2 (RANBP2), mRNA 


1E-59 


2773 


AL023816 


Caenorhabditis elegans cosmid T05G11, complete sequence 


0.64 


2774 


XM 004980 


Homo sapiens cystic fibrosis transmembrane conductance regulator, 
ATP-binding cassette (sub-family-C, member 7) (CFTR), mRNA 


0.016 




XM 032209 


Homo sapiens hypothetical gene supported by AK023337 
(LOC90509), mRNA 


0.018 


2776 


269650 


Human DNA sequence from cosmid L69F7B, Huntington's Disease 
Region, chromosome 4pl6.3 contains Huntington Disease (HD) gene 


0.64 


win 

Mill 


AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRGS-2/C767 


0.46 




AK017531 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone:5730409F18, foil insert sequence 


0.67 


Zl ly 


AF028784 


Rattus norvegicus glial fibrillary acidic proteins alpha and delta 
(GFAP) gene, alternatively spliced products, complete cds 


0.11 


Z/oO 


AF101236 


Naja sputatrix neutral, phospholipase A2 (NPLA2) gene, complete cds 


0.054 


Z7ol 


U71280 


Mesocricetus auratus cytochrome P450 aldosterone synthase 
(CYP11B2) gene, complete cds 


0,023 


2782 


X80007 


Rsativum gene for chalcone synthase 


0.15 


2783 


AF171040 


Anopheles funestus clone AF10 microsatellite sequence 


2 


2784 


XM 011464 


Homo sapiens hypothetical protein FLJ20170 (FLJ20170), mRNA 


0.21 


2785 


Y18929 


Homo sapiens wild type AF-4/FEL gene, part of intron 3, individual 
PB 


3 


2786 


L81581 


Homo sapiens (subclone 4_a4 from PI Hll) DNA sequence, complete 
sequence 


0.024 
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2787 


NM 024381 


Rattus norvegicus ATP -stimulated ghicocorticoid-receptor 
translocaton promoter (Gyk), mRNA 


0.17 


2788 


X72688 


L.stagnalis LS-rabl mRNA 


0.2 


2789 


Aivl vJjIj^ 


nomo sapiens syniropiuii, gamma 1 (prs i uij, ituuna 


A All 

0.021 


2790 


AB017186 


Clostridium perfringens genes of hem operon, complete cds 


1.4 


2791 


U47416 


Solanum allophyllum NADH dehydrogenase subunit (ndhF) gene, 
chloroplast gene encoding chloroplast protein, partial cds 


0.2 


2792 




Human small nuclear ribonucleoprotein (snRNP) E gene, exon 5 and 
Alu repeats copy N and O 


A ACt 

0.051 


2793 


AA/3UU4 


Staphylococcus aureus dehydroquinate synthase (aroB) gene, 3* end 
cds; 3-phosphoshildmate-l<arboxyvinyltransferase (aroA) gene, 
complete cds; ORF3, complete cds 


0.21 


2794 




Uma scoparia isolate ROM3406 cytochrome b gene, partial cds; 
mitochondrial gene for mitochondrial product 


2 


2795 


AF288209 


Homo sapiens beta galactosyltransferase bGalT7 mRNA, complete cds 


2 


2796 


AB048897 


Macaca fascicularis brain cDNA, clone:QnpA-17253 


1.7 


2797 


AK025054 


Homo sapiens cDNA: FLJ21401 ns, clone COL03678 


0.071 


2798 


U39886 


Bos taurus Y-chromosome specific genomic sequence 


0.002 


2799 


AJ277649 , 


Caenorhabditis elegans mRNA for CHE-14 protein 


0.6 


2800 


A T? A CO?/' 4 

AF058764 


Xenopus laevis bone morphogenetic protein 4 (BMP-4) gene, 
complete cds 


0.56 


2801 


A T7Art 1 O A© 

AE001398 


Plasmodium falciparum chromosome 2, section 35 of 73 of the 
complete sequence 


0.15 


2802 


A T7A*7A/I 

AF079456 


O'nyong-nyong virus strain SG650, complete genome 


0.003 


2803 


AF087913 


Human endogenous retrovirus HERV-P-T47D 


6 


2804 


AdU05053 


Anomala cuprea entomopoxvirus gerie for spheroidin, complete cds 


1 o 
1.8 


2805 


ArU27o5o 


Homo sapiens cholesteryl ester transfer protein gene, promoter region 


A AAit 
0.004 


2806 


XM 031478 


Homo sapiens vacuolar protein sorting protein 18 (VPS18), mRNA 


1.7 


2807 


XM001718 


Homo sapiens KIAA0475 gene product (KIAA0475), mRNA 


0.023 


2808 


Til AAiJ 

L21906 


Human troponin I, slow-twitch isoform (TNNI1) gene, exons 2-4 j 


1.5 


2809 


NM 006633 


Homo sapiens IQ motif containing GTPase activating protein 2 
(IQGAP2), mRNA 


5E-39 


2810 


AE001541 


T-I<a1i/*r\T>Q^+f>T* tvi/Tati ctrQin TOO cpi^fi An im A*f 1 T? rv*F tfio mmnl^tA 

xicucQuaCier pyjun, buaiii jyy iscuuuu iuz oi ijj. oi uic cuuipicic 
genome 


0.2 


2811 


M63577 


S.cerevisiae SFP1 gene, complete cds 


0.023 


2812 


XM 004980 


Homo sapiens cystic fibrosis transmembrane conductance regulator, 
ATP-binding cassette (sub-family C, member 7) (CFTR), mRNA 


0.013 


2813 


AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEVBr/UFRGS-2/C767 


0.5 
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2814 


AK014450 


Mus musculus 18 days pregnant adult female placenta and extra 
embryonic tissue cDNA, RIKEN full-length enriched library, 
clone:3830422A13, full insert sequence 


0.075 




X99691 


B.taurus DNA for agouti gene 


2 


2816 


Z64630 


H.sapiens CpG island DNA genomic Msel fragment, clone 152h5, 
forward read cpgl52h5.ftla 


0.14 


2817 


AF357971 


Ovine pulmonary adenocarcinoma virus, complete sequence; and 
flanking Ovis aries sequence 


4.9 


2818 


AE003336 


Drosophila melanogaster genomic scaffold 142000013385800, 
complete sequence 1 


0.16 


2819 


U72236 


Dictyostelium discoideum ModA (modA) gene, complete cds 


0.61 


2820 


XM 018110 


Homo sapiens gap junction protein, beta 3, 31kD (connexin 31) 
(G3B3), mRNA 


5.1 


2821 


AJ0055SS 


Capsicum annuum gene encoding 5-epi-aristolochene synthase, exons 
1 to 7 


0.23 


2822 


AK022842 


Homo sapiens cDNA FLJ12780 fis, clone NT2RP2001813 


0.074 


2823 


AF138281 


Arabidopsis thahana phospholipase D-gamma-2 mRNA, complete cds 


0.071 


2824 


AB040882 


Homo sapiens mRNA for KIAA1449 protein, partial cds 


0.18 


2825 


AB022156 


Mus musculus Cctb gene for chaperonin containing TCP-1 beta 
subunit, complete cds 


0.5 


2826 


BC005516 


Mus musculus, RIKEN cDNA 1200007D18 gene, clone MGC7601 
IMAGE:3494155, mRNA, complete cds 


• 

0.51 


2827 


AK025207 


Homo sapiens cDNA: FLJ21554 fis, clone COL06330 


4.4 


2828 


NM.018798 


Mus musculus ubiquilin 2 (Ubqln2), mRNA 


0.043 


2829 


Z23770 


H. sapiens (D17S842) DNA segment containing (CA) repeat; clone 
AFM240xe5; single read 


0.00004 


2830 


BC005762 


Mus musculus, Similar to proteasome (prosome, macropain) subunit, 
alpha type 1, clone MGC:6546 IMAGE:2655483, mRNA, complete 
cds 


0.67 


2831 


AB047932 


Macaca fasticularis brain cDNA, clone:QnpA-10158 


0.68 


2832 


U19765 


Human nucleic acid binding protein gene, complete cds 


0.18 


2833 


AF200327 


Plasmodium chabaudi unknown genes 


0.028 


2834 


U67544 


Methanococcus jannaschii section 86 of 150 of the complete genome 


0.14 


2835 


BC010357 


Homo sapiens, Similar to hypothetical protein, clone MGC;13367 
IMAGE:4249317, mRNA, complete cds 


2E-55 


ZOJU 


AE007471 


Streptococcus pneumoniae section 154 of 194 of the complete genome 


5.2 


2837 


AJ320185 


Solanum tuberosum snl gene for snakin-1, exons 1-2 


0.44 


2838 


AF039954 


Homo sapiens CC chemokine LCC-1 precursor, gene, complete cds 


0.002 


2839 


Y13631 


Clostridium botulinum P-21, P-47 ntnh, bonT genes 


0.14 


2840 


AL390181 


Homo sapiens mRNA; cDNA DKFZp547J125 (from clone 
DKFZp547J125) 


0.019 
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X> \TAJ T TIC 


2841 


AF366200 


Diadema antillarum isolate dmid3 tRNA-Lys gene, partial sequence; 
nirflac ° & cilc > wuuipiuic wis, ana a lipase o gene, partial cos; 
mitochondrial genes for mitochondrial products 


6.1 


2842 


AJ237688 


Cams familiaris nolvmnmhir marlrpr rlnnp YAA7 


U.53 


2843 


AF244979 


ivjua iiiusvuiUd goJCLUll"! 1 llltviNA, Vail all I 0, Complete COS, 

alternatively 

*" IV* MOUTV1T Ol/UvvU 


0.25 


2844 


AL390174 


xiumu &dpiciu> iiu\iN/\, cjL/iN/\ JL^jvrzipj4 /jio*¥ (ironi clone 
DKFZn547Jl&ft 


AO! 

1 0.21 


2845 


U80230 


TTllTYIJln r*lrtf+ITl*y fo/^tr^T \7TTT nana iimo4«AM *-Amn-n<n 4.T. _ .1 n l f ,i' . 

xiuiiidii iiuiung iacior vm gene, junction regions 01 tne deletion 01 

GXOTIC 15 thmilph 90 miH T TMF-1 -lilr** rpnoit T-omsvn 
vav/uo a. ij uuuugu ZivF dllU J-fl-lNlj"" 1 -ILKC ICpCal JCj%10n 


/>T7 AA 

2E-09 


2846 


U31086 


Gallus gallus neuron-glia adhesion molecule (Ng-CAM) gene, partial 
cds exnn^ 1 and 0 


0.064 


2847 


D16685 


Rice gene for lactate dehydrogenase, complete cds 


0.003 


2848 


AB007459 


lllJiTJl PAFJlllinU Prm 1 tTlT?MA •fXr mirACiti r«nmn1flta A«]ri 

v^uaia uviaiiiiia cviiii iiLEvTNrl iur IIiyosiIL, COmplclC COS 


A A^T 

0.067 


2849 


U63328 


Pissodes strobi vitellogenin (Vtg) mRNA, partial cds 


0.68 


2850 


U50727 


Human n40-nhnv rMPPM i crprip avrin ft 


A AOO 

0.023 


2851 


NM 017190 


Rattus norvegicus Myelin-associated glycoprotein (Mag), mRNA 


6.5 


2852 


AF361105 


Homo <;anip nc intprlpiilon 0 fTT Q*\ ctptia rnmnlotA 


0.37 


2853 


AP001416 


noma sapiens genomic uina, cnromosome ziqzz.z, clone JJ34, 
xwij / i -xjjvvj icgiuii, wuiiipieie sequence 


1.5 


2854 


Y16771 


mjiiw puucaucii^ Vviiiurupidsi pdruai m y|1 - gene oc miergemc spacer 


A £. 

0.6 


2855 


AE005624 


Escherichia coli 0157 :H7 EDL933 genome, contig 3 of 3, section 243 
of290 


A A*7C 

0.075 


2856 


AF159568 


avjjwuuuuj'uiii vivjidUviiiu dJiiEnonium iransporier JVLtira ( iva cvk a ) 
mRNA, complete cds 


0.7 


2857 


M34149 


S PPrPVTQinp mitfipliATtHriii] ogrt 19 cpmiAn/\» 
Lj.v^j tvi»ia& AiUluwllUllvJUJoi gap Ix bCtJLlCliUc 


A «1 

0.51 


2858 


D16541 


Chicken DNA for connectin(titin), partial sequence 


0.064 


2859 


AC007039 


Homo sapiens BAC clone RP1 1-263 A15 from Y, complete sequence 


e-149 


2860 


AJ294714 


x iciiid aiiuiiiaid icuz gene xoi ueia-j sopropyimajate oenyorogenase 


A ner 
0.056 


2861 


XM051160 


Homo sapiens KIAA1463 protein (KIAA1463), mRNA 


0.22 


2862 


XM 031527 


Hnmo contpnc lpiirinp-rirli PPP-mnfi-f rrmf airiincr ft PDDDr\ ml>XTA 
x J.U111V ddpiciio JCUdllCT lull a j xv-IIlULLL COHldimng ^LlvrrKL ), mKlN A 


A AAAO 

U.UUU3 


2863 


AF323443 


ridsuioujuiu yoeni yoem cione 1 1 i 5 d Kua moptry protem (lla,2) 
gene, partial cds 


0.02 


2864 


Y14324 


Staphylococcus aureus partial ORF292 and ORF271, ORF331 and 
ORF314 


0.62 


2865 


BC007568 


Homo sapiens, clone IMAGE:3028427, mRNA, partial cds 


0.16 


2866 


U67518 


Methanococcus jannaschii section 60 of 150 of the complete genome 


0.67 


2867 


AJ133742 


Sus scrofa ryr3 gene (partial), exon 2 


0.68 


2868 


AF1 16520 


Mus musculus periplakin (ppl) gene, exons 2-14 


0.083 


2869 


D38044 


Human gene for Ah-receptor, exon 7-9 


0.25 
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DESCRP 
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2870 


XM 010162 


Homo sapiens methyl CpG binding protein 2 (Rett syndrome) 
(MECP2), mRNA 


1.7 


2871 


AF303030 


Lavatera phoenicea isolate 804 internal transcribed spacer 1, partial 
sequence, 5.8S ribosomal RNA, complete sequence and internal 
transcribed spacer 2, partial sequence 


0.01 


2872 


AE002274 


Chlamydia muridanim, section 6 of 85 of the complete genome 


1.8 


2873 


AB062056 


Homo saniens u53DINPl cene for n53DINPla. n53DINPlb comnlete 
cds, alternative splicing 


8E-26 


2874 


AF150965 


Bacillus anthracis plasmid pXOl resolvase X (resX) and transposase 
X (traX) genes, complete cds 


1.6 


2875 


U90292 


Human chromosome 16 duplicated adrenoleukodystrophy (AID) 
pene 5* breaknoint seauence 


3E-41 


2876 


U75361 


Rattus norvesicus Muncl3-3 mRNA. comnlete cds 


3E-18 


2877 


AF006686 


Plecotus auritus clone Paur06 microsatellite sequence 


5E-10 


2878 


NM 009694 


Mn^ mtKculus smoliunnrotein B editine comnlex 2 f Aoobec2^ mRNA 


0 00009 


2879 


AF315316 


Vi rrna radiate ACC oxidase eene comnlete cds 


0.003 


2880 


AE005714 


Caulobacter crescentus section 40 of 359 of the comnlete cenome 


1.5 


2881 


AL451135 


Human DNA sequence from clone RP1 1-45G20 on chromosome 6, 
complete sequence [Homo sapiens] 


1.9 


2882 


AF315316 


Vigna radiata ACC oxidase gene, complete cds 


0,003 


2883 


NM 009694 


Mus museums apolipoprotein B editing complex 2 (Apobec2), mRNA 


0.00008 


2884 


AB047932 


Macaca fascicularis brain cDNA, clone:QnpA-10158 


0.16 


2885 


U18671 


Human Stat2 gene, complete cds 


0.23 


2886 


AB040670 


Bombyx mori copg2 mRNA for nonclathrin coat protein gamma2- 
COP, partial cds 


0.074 


2887 


AK017987 


Mus rmisculus adult male thvmus cDNA. RIKEN full -length enriched 
library, clone: 5830443 J22, full insert sequence 


0.035 


2889 


AE001419 


Plasmodium falcinarum chromosome 2 section 56 of 73 of the 
complete sequence 


0.12 


2890 


AF275225 


Eriosoma lanigerum 12S small subunit ribosomal RNA gene, partial 
^eniience* tRNA^Val uime comDlete seauence* and 16S larce subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes tor 
mitochondrial products 


0.35 


2891 


AF372971 


Arabidopsis thaliana AT3g23580/MDB19J7 mRNA, complete cds 


0.53 


2892 


AJ404851 


Homo sapiens partial ARNT gene for aryl hydrocarbon receptor 
nuclear translocator, exon 4 


3.7 


2893 


AJ012380 


Fugu rubripes partial rara gene, exons 4-10 


1.4 


2894 


AB064593 


Escherichia coli icdA gene for isocitrate dehydrogenase, complete cds 


0.027 


2895 


AF182444 


Drosophila melanogaster disco-interacting protein (dipl) gene, 
alternatively spliced products,.complete cds; and T042 gene, partial 
cds 


L6 
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2896 


AY020760 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence 


0.007 ' 


2897 


AE006318 


Lactococcus lactis subsp. lactis IL1403 section 80 of 218 of the 
complete genome 


0.53 


2898 


X01973 


Mouse gene for interferon alpha 4 (Mu IFN-alpha 4) 


3.9 


2899 


AF176677 


Candida albicans gamma-glutamylcysteine synthetase (GCS1) gene, 
complete cds 


0.07 


2900 


AF109009 


Prolaupala kukui clone 1092 transposon Laul sequence 


3.6 


2901 


D49739 


Chicken mRNA for leucine zipper protein, complete cds 


2.4 


2902 


U34610 


Mus museums alpha-l(XVHI) collagen (COL18A1) gene, exon 6 and 
7 


0.006 


2903 


AK026763 


Homo sapiens cDNA: FLJ231 10 fis, clone LNG07802 


0.34 


2904 


AF343914 


Campylobacter jejuni NCTC 11828 LOS biosynthesis cluster, partial 
sequence 


0.024 


2905 


AE002722 


DrosoDhila melanoeaster cenomic scaffold 142000013385665 
complete sequence 


0.007 


2906 


XM 027242 


Homo sapiens KIAA0805 protein (KIAA0805), mRNA 


1.1 


2907 


Y15082 


Homo sapiens pl4.5 gene, partial exon 1 and promoter; hPOPl gene 
exon 1 and oromoter and bidirectional nromoter reffion 

^t/WJAm X 0-1 1H 1-/1 UlllVllwI iiilU V^Ull WU V1ICU l/J VlilV/ivl IVMWli 


0.67 


2908 


XM_009536 


Homo sapiens GTPase GES; REM protein (REM), mRNA 


5.9 


2909 


XM 036351 


Homo sapiens nuclear transcription factor Y, alpha (NFY A), mRNA 


1E-32 


2910 


AB03785L 


Homo sapiens mRNA for KIAA1430 protein, partial cds 


0.58 


2911 


XM 002943 


Homo ^aniens similar to PRO0327 nrotein (¥L saniensi fLOC92570^ 
mRNA 


2.4 


2912 


AF069179 


Lvsrohlehns cardui NADH dehydrogenase 1 eene mitochondrial £?ene 
encoding mitochondrial protein, partial cds 


0.008 


2913 


AJ243545 


Arabidopsis thaliana gene for 67 kD chloroplastic RNA-binding 
protein, P67 


0.54 


2914 


AJ295795 


Isolepis producta chloroplast trnL gene intron 


2.2 


2915 


AJ3 11050 


Medicago sativa prl0.2 gene for class 10 PR protein 


0.26 


2916 


AK021512 


Homo sapiens cDNA FLJ1 1450 fis, clone HEMBA1001432 


0.25 


2917 


AK002979 


Mus musculus adult male brain cDNA, RIKEN full-length enriched 
library, clone:0710001P07, full insert sequence 


0.023 


2918 


AY007505 


Streptococcus mitis phage SMI PblA (pblA) and PblB (pblB) genes, 
complete cds; lysin (lys) gene, partial cds; and unknown genes 


0.026 


2919 


AK022043 


Homo sapiens cDNA FLJ11981 fis, clone HEMBB1001317 


0.69 


2920 


AF162969 


Mycoplasma capricolum capricolum strain 960038 fructose 
biphosphate aldolase gene, partial cds 


0.064 


2921 


XMJ)51364 


Homo sapiens similar to immediate early protein (H. sapiens) 
(LOC93434), mRNA 


0.086 


2922 


XM_027642 


Homo sapiens KIAA0349 protein (KIAA0349), mRNA 


0.24 


2923 


XM 045819 


Homo sapiens cofilin 2 (muscle) (CFL2), mRNA 


1.9 


2924 


AF146362 


Drosophila melanogaster Huntington disease protein homolog 
(Hsap\HD) mRNA, complete cds 


0.23 
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2925 


U91993 


Solanum chacoense transposable element Sch2, sequence 


0.027 


2926 


AK021782 


Homo sapiens cDNA FLJ1 1720 fis, clone HEMBA1005293 


2.3 


2927 


AF274444 


Carsonella ruddii ribosomal protein LI 1 (rpLll), ribosomal protein 
LI (tdLI^ ribosomal nrotein L.I0 (rriL.\G\ ribosomal nrotein T HfX.Vl 
(rpL7/L12), beta subunit of RNA polymerase (rpoB), beta-prime 
subunit of RNA polymerase (rpoC), ribosomal protein S12 > 


2 


2928 


AF003047 


Simian immunodeficiency virus isolate P2S1 oatient P2 en 120 (env\ 
gene, partial cds 


0.064 


2929 


AK022102 


Homo sapiens cDNA FLJ12040 fis, clone HEMBB 1001944 


0 


2930 


AC004239 


Homo sapiens BAC clone CTB-34F8 from 7pl5-p21, complete 
sequence 


. 0.001 


2931 


AF104819 


Strumaria truncata tmL gene, partial sequence; chloroplast gene for 
chloroplast product 


0.25 


2932 


AF171916 


Trimeresurus flavomaculatus cytochrome b (cytb) gene, partial cds; 
mitochondrial gene for mitochondrial product 


v 0.21 ! 


2933 


AJ011596 


Homo sapiens trapped 3' terminal exon, clone B2E8 


0.0003 


2934 


AF269137 


Homo sapiens GABAA receptor gamma 3 subunit (GABRG3) gene, 
exon 3 


0.8 


2935 


AB030586 


Arabidopsis thaliana AATL1 gene for amino acid transporter-like 
protein 1, complete cds 


1.9 


2936 


L76484 


Cronartium appalachianurn isolate Ca-1 18S ribosomal RNA gene, 

nnrttal cpmiptirp* internal titan orrrhwl cnnp*»r 1 S RQ fiHricrvmcil T?WA 

gene and internal transcribed spacer 2, complete sequence; and 26S 
ribosomal RNA eene nartial seauence 


0.71 


2937 


AF366570 


Trypanosoma congolense calreticulin mRNA, complete cds 


0.084 


2938 


NM 004682 


Homo sapiens PC4 and SFRS1 interacting protein 1 (PSIP1), mRNA 


2 


2939 


AL050219 


Homo saoiens mRNA* cDNA DKFZo5 8611 623 ffrom clone 
DKFZp586J1623) 


1.8 


2940 


AF275687 


Plasmodium falcioaruin knob-associated histidine-rich nrotein 
(KAHRP) gene, complete cds 


0.009 


2941 


AF142701 


Vigna umbellata maturase-like protein (matK) gene, complete cds; 
chloroplast gene for chloroplast product 


0.56 


2942 


AF226775 


Mitthyridium undulatum small ribosomal protein 4 (rps4) gene, . 
partial cds; chloroplast gene for chloroplast product 


0.073 


2943 


XM 034735 


Homo sapiens similar to hypothetical protein FLJ21463 (H. sapiens) 
(LOC90883), mRNA 


0 


2944 


AK017899 


Mus musculus adult male thymus cDNA, RIKEN full-length enriched 
library, clone: 5830405M20, full insert sequence 


0.28 


2945 


Y10159 


D.discoideum racGAP gene 


6.2 


2946 


XM 011562 


Homo sapiens hypothetical gene supported by NM_000181 
(LOC92707), mRNA 


0.025 


2947 


AF191257 


Trichuris trichiura microsatellite ttstrl4 


0.078 


2948 


Y08449 


E.caballus DNA segment containing CA microsatellite VHL137 


0.00003 
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2949 


AK003959 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone:l 1 10029G12, full insert sequence 


0.077 


2950 


\TNvr m 0*7*7 o 


Rattus norvegicus Aquaporin 5 (Aqp5), mRNA 


2.2 


2951 


AJ4U4ziO 


Borelis schlumbergeri 18S rRNA gene, isolate 191 


0.25 


2952 


AJ2UIH365 


Plasmodium falciparum chromosome 2, section 2 of 73 of the 
complete sequence 


0.49 


2954 


VI "iAI A 


Ovis aries mRNA for thyroid stimulating hormone receptor 


1.8 


2955 


ABU26906 


Homo sapiens SDHD gene for small subunit of cytochrome b of 
succinate dehydrogenase, complete cds 


0.001 


2956 


BC010367 


Homo sapiens, hypothetical protein FLJ20534, clone MGC: 13432 
IMAGE:4334172, mRNA, complete cds 


4 


2957 


A TO*C 1 OCT 


Ciona intestinalis mRNA for nuclear lamin (lamin L2 gene) 


2 


2958 


AK016695 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4933406J08, full insert sequence 


2E-14 


2959 


Z13985 


M.musculus control region sequence DNA 


0.072 


•2960 


AL591590 


Human DNA sequence from clone CTD-2053G21 on chromosome 
Xql3.3-21.2, complete sequence [Homo sapiens] 


0.007 


2961 


AB002807 


Glycine max DNA for nodulin 35, partial cds 


0.24 


2962 


A CAA 1 e\f\ 

AE001399 


Plasmodium falciparum chromosome 2, section 36 of 73 of the 
complete sequence 


0.003 


2963 


AF298224 


Homo sapiens RPCI-H 289E13 CD21 gene, partial cds 


0.00001 


2964 


XM 018458 


Homo sapiens similar to hypothetical protein PR02822 (H. sapiens) 
(LOC93537), mRNA 


0.21 


2965 


AF255/78 


Homo sapiens erythroleukemia translocation breakpoint region 


0.068 


2966 


AF073994 


Drosophila melanogaster gamma-tubulin (GTUB) gene, partial cds; 
and recombination repair protein 1 (RRP1) and thymidylate synthase 
(TS) genes, complete cds; and RNA-binding protein (RBP9) gene, 
partial sequence 


0.14 


2967 


AL121822 


Human DNA sequence from clone 346P1 1 on chromosome Xq21.2- 
21 .33, complete sequence [Homo sapiens] 


0.0000001 


2968 


U31284 


Mesotaenium caldariorum clone mesphylb phytochrome gene, 
complete cds 


0.59 


2969 


XM 008806 


Homo sapiens mitogen-activated protein kinase 4 (MAPK4), mRNA 


1.8 


2970 


XM 027307 


Homo sapiens KIAA1209 protein (KIAA1209), mRNA 


0.001 


2971 


AF179711 


Hylobates sp. RH50 glycoprotein (RHAG) gene,, intron 9 


0.56 


2972 


BC007133 


ivius muscuius, apopiosis inmoitory protein 5, clone MGC*5830 
EMAGE:3594358, mRNA, complete cds 


5.4 


2973 


AF282018 


Homo sapiens clone 15qtel_ctg0082 c262bt3 c290bt3 sequence 


2E-53 


2974 


AE004790 


Pseudomonas aeruginosa PA01, section 351 of 529 of the complete 
genome 


1.8 


2975 


XM 003050 


Homo sapiens similar to seven transmembrane domain orphan 
receptor (H. sapiens) (LOC63108), mRNA 


0,27 


2976 


] 

AF353728 


Mus musculus myo-inositol monophosphatase 1 (Impal) gene, exons 
1 through 7 


1.2 
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2977 


AK005535 


Mus musculus adult female placenta cDNA, RIKEN full-length 
enriched library, clone: 1600025H15, full insert sequence 


0.55 


2978 


AJ002479 


Medicago truncatula ENBP1 gene, exons 1 to 12 


0.64 , 


2979 


AF154836 


Homo sapiens Ras-like GTP-binding protein (RAB27A) gene, exons 
lb and 2 


0.000001 


2981 


AF260819 


Plasmodium falciparum CGI protein gene, complete cds 


0.73 


2982 


AE006714 


Sulfolobus solfataricus section 73 of 272 of the complete genome 


0.02 


2984 


NM_004114 


Homo sapiens fibroblast growth factor 13 (FGF13), mRNA 


6.7 


2985 


AF155369 


Buthus martensii putative potassium ion channel blocker TXKsl 
mRNA, complete cds 


0.72 


2986 


XM_041836 


Homo sapiens similar to MHC class I region ORF (H. sapiens) 
(LOC91955), mRNA 


0.18 


2987 


AF153668 


Microcephala discoidea NADH dehydrogenase (ndhF) gene, partial 
cds; chloroplast gene for chloroplast product 


1.7 


2988 


AF216211 


Drosophila buzzatii alpha-esterase 3 (aE3) and alpha-esterase 4b 
(aE4b) genes, complete cds 


0.073 


2989 


AF352244 


Dermatophagoides farinae paramyosin-like allergen mRNA, partial 
cds 


0.025 


2990 


XM_007409 


Homo sapiens alkylation repair, alkB homolog (ABH), mRNA 


0.21 


2991 


AF005779 


Sus scrofa neuropeptide Y Yl receptor mRNA, complete cds 


. 0.66 


2992 


AF264749 


Arabidopsis thaliana hydrophobic protein RCI2B (RCI2B) and 
hydrophobic protein RCI2A (RCI2 A) genes, complete cds 


0.022 


2994 


AL162033 


Homo sapiens mRNA; cDNA DKFZp434F1872 (from clone 
DKFZp434F1872) 


0.69 


2995 


AK013593 


Mus musculus adult male hippocampus cDNA, RIKEN full-length 
enriched library, clone: 2900024009, full insert sequence 


0.7 


2996 


AF222716 


Plasmodium falciparum clone 3D7 unconventional myosin PfM-B 
gene, complete cds 


0.027 


2997 


AK006599J 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1700034 J06, full insert sequence 


2.2 


2998 


AF010509 


Plasmodium falciparum microsatellite TA39 sequence 


0.001 


2999 


AF070566 


Homo sapiens clones 24611 and 24705 mRNA sequence 


0.000003 


3000 


AF181676 


Homo sapiens clone 20411 2 polymorphic microsatellite sequence 


0.074 


3001 


M17169 


Chinese hamster glucose-regulated protein GRP78 mRNA, complete 
cds 


0.008 


3002 


NM 031236 


Rattus norvegicus alpha 1,2-fucosyltransferase (Futl), mRNA 


0.69 


3003 


XM 016321 


Homo sapiens region containing TBX3-iso protein; T-box 3 (ulnar 
mammary syndrome) (LOC82353), mRNA 


0.73 


3004 


BC005379 


Homo sapiens, Similar to plasminogen, clone MGC: 12496 
MAGE:3934860, mRNA, complete cds 


0.000001 


3005 


AF276176 


Scaphirhynchus platorynchus microsatellite Spl-107 sequence 


0.009 


3006 


XM 010048 


Homo sapiens like mouse brain protein E46 (E46L), mRNA 


0.47 


3007 


NC 001807 


Human mitochondrion, complete genome 


1E-10 


3008 


AE006103 


Pasteurella multocida PM70 section 70 of 204 of the complete genome 


0.4 
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3009 


AE006266 


Lactococcus lactis subsp. lactis IL1403 section 28 of 218 of the 
complete genome 


0.2 


3010 


AF022812 


Dehalospirillum multivorans GTP cyclohydrolase n (ribA) gene, 
partial cds; and 3,4-dihydroxy-2-butanone-4-phosphate synthase 
(ribB), riboflavin synthase (ribH), tetrachloroethene reductive 
dehalogenase catalytically active subunit (pceA), and tetrachl> 


0.21 


3011 


AJ243901 


Mycoplasma hominis p75 gene, strain PG21 


1.4 


3013 


XM 027894 


Homo sapiens hypothetical protein DKFZp761C121 
(DKFZp761C121), mRNA 


5E-33 


3014 


AJ390525 


Candida albicans ORF DNA, clone 64gB 


0.52 


3015 


AJ006873 


Buchnera aphidicola plasmid pBUsl, repA2 gene, leuA gene and 
ORF1 


0.013 


3016 


L07898 


Entamoeba histolytica alpha- 1 tubulin (tubl) gene, complete cds 


0.024 


3017 


L25107 


Human LIS mRNA 


1.2 


3018 


AL122122 


Homo sapiens mRNA; cDNA DKFZp434L098 (from clone 
DKFZp434L098) 


0.007 


3019 


V01270 


Rattus norvegicus genes for 18S, 5.8S, and 28S ribosomal RNAs 


2E-10 


3020 


AK023061 


Homo sapiens cDNA FLJ12999 fis, clone NT2RP3000324 


0.12 


3021 


U80449 


Caenorhabditis elegans cosmid R10A10 


0.29 


3022 


AF355473 


Oryzias latipes germ cell-less protein (gel) mRNA, complete cds 


'2.3- 


3023 


XM_037811 


Homo sapiens hypothetical gene supported by AL1 17650 
(LOC91349), mRNA 


0.39 


3024 


AK016492 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4931430N09, full insert sequence 


0.004 


3025 


XM 011189 


Homo sapiens similar to DKFZP564K247 protein (H. sapiens) 
(LOC91537), mRNA 


4 


3026 


BC010710 


Mus musculus, Similar to ribosomal protein L19, clone MGC:6500 
IMAGE:2648593, mRNA, complete cds 


5.1 


3027 


XM 017923 


Homo sapiens hypothetical protein FLJ12660 (FLJ12660), mRNA 


4.1 


3028 


AC016671 


Homo sapiens BAC clone RP1 1-12J24 from Y, complete sequence 


0.012 


3029 


L13662 


Campylobacter jejuni major cell-binding factor (pebl) and receptor 
genes, complete cds 


0.044 


3030 


X77172 


M.musculus pF2 genomic DNA, homology with mouse repetitive 
elements Bl, B2 and human Alu 


0.008 


3031 


AF074841 


Campylobacter lari tRNA-AJa and tRNA-He genes, complete sequence 


0.016 


3032 


AF272846 


Homo sapiens Fanconi anemia complementation group D2 protein 
(FANCD2) gene, exon 1 


0.065 


3033 


D50090 


Drosophila americana texana G-3-P dehydrogenase (alphaGpdh) 
gene, exonl-8, complete cds 


0.13 


3034 


AE001417 


Plasmodium falciparum chromosome 2, section 54 of 73 of the 
complete sequence 


0.15 


3035 


AK002007 


Homo sapiens cDNA FLJ1 1 145 fis, clone PLACE1006626, highly 
similar to Homo sapiens mRNA for KIAA0928 protein 


0.026 
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3036 


AL512432 


Human DNA sequence from clone RP1 1-245H22 . n chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] 


0.00003 


3037 


AB030490 


Glycine max SG-05 gene for thiamin biosynthetic enzyme, complete 
cds 


0.003 


3038 


U05820 


Saccharomyces cerevisiae DA-box protein Smc2p (SMC2) gene, 
complete cds, and assimilatory sulfite reductase (MET10) gene, 
partial cds 1 


L7 


3039 


AF098761 


Gracilaria gracilis microsatellite Ggl55R sequence 


0.07 


3041 


AF045595 


Carassius auratus clone gf-40 glutamic acid decarboxylase isoform 67 
(GAD67) mRNA, complete cds 


2 


3042 


AJ404308 


Sorites marginalis 18S rRNA gene, isolate 836 


0.009 


3043* 


AE006495 


Streptococcus pyogenes Ml GAS strain SF370, section 24 of 167 of 
the complete genome 


6 


3044 


XM.030781 


Homo sapiens enigma (LJM domain protein) (ENIGMA), mRNA 


3E-18 


3045 


AC024748 


Caenorhabditis elegans cosmid Y110A2AR, complete sequence 


0.15 


3046 


AL5 12282 


Human DNA sequence from clone XXyac-BA141F18 on chromosome 
X, complete sequence [Homo sapiens] 


0.06 


3047 


AF009980 


Otolemur garnetti color vision opsin gene, exons 5 and 6, and 
complete cds 


0.17 


3048 


AF284953 V 


Carex exsiccata tRNA-Thr, partial sequence; trnT-trnL intergenic 
spacer, tRNA-Leu, and trnL-tmF intergenic spacer, complete 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for 
chloroplast products 


0.23 


3049 


AE004036 


Xylella fastidiosa 9a5c, section 182 of 229 of the complete genome 


4.3 


3050 


X94767 


H.sapiens RP3 gene (XLRP gene 2) 


0.002 


3051 


AF279135 


Dictyostelium discoideum spore coat structural protein SP65 (cotE) 
gene, complete cds 


0.003 


3052 


AF277452 


Rattus norvegicus Pkdl mRNA, partial cds 


0.12 


3053 


AF327114 


Homo sapiens clone 8qtel_cl9t7 sequence 


8E-17 


3054 


AB052201 


Macaca fascicularis brain cDNA, clone:QnpA-20394 


0.59 


3055 


AJ235314 


Antilocapra americana mitochondrial DNA for D-Ioop 


0.17 


3056 


AF361481 


Homo sapiens mitochondrial GTP-binding protein 1 (GTPBP3) gene, 
complete cds; nuclear gene for mitochondrial product 


0.009 


3057 


AE006879 


Sulfolobus solfataricus section 238 of 272 of the complete genome 


1.6 


3058 


AJ277756 


Legionella pneumophila ORF X (partial), recA gene, recX gene and 
sya gene (partial) 


0.21 




U73044 


Schizosaccharomyces pombe ARS binding protein 2 (abp2) mRNA, 
complete cds 


0.058 


3060 


AF043123 


Homo sapiens interleukin-7 receptor precursor (IL7R) gene, exon 1 


0.2 


3061 


L43603 


Gallus gallus Na+/K+-ATPase alpha-1 subunit gene, promoter region 


0.48 
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3062 


X68976 


N.viridescens mRNA for Hoxd-10 


0.092 


3063 


AF001454 


Helianthus annuus Dc3 promoter-binding factor-2 (DPBF-2) mRNA, 
complete cds 


0.18 


3064 


AF086062 


Homo sapiens full length insert cDNA clone YZ06B1 1 


3E-24 


3065 


U67234 


Human clone HS5.29 Alu-Ya5 sequence 


i 0.087 


3066 


AF030199 


Mus musculus type 1 sigma receptor gene, complete cds 


0.45 | 


3067 


J05544 


Plasmodium falciparum glucosephosphate isomerase (ggLRl) gene, 
complete cds 


0.2 


3068 


X17455 


Rat Bmyc gene 5'-fragment 


0.003 


3069 


AF298207 


Dictyostelium discoideum transposon thug-S, complete sequence 


0.003 


3070 


NM 030238 


Mus musculus dynein, cytoplasmic, heavy chain 1 (Dnchcl), mRNA 


1.7 


3071- 


AB032151 


Homo sapiens BABP gene for bile acid-binding protein [AKR 1C2], 
exon 1 to 7 1 


0.28 


3072 


NC_001481 


Feline calicivirus, complete genome 


1.9 


3073 


U49266 


Mus musculus growth hormone receptor/binding protein gene, exons 
9-10, and partial cds 


0.13 


3074 


Z24279 


H. sapiens (D1S489) DNA segment containing (CA) repeat; clone 
AFM309ve9; single read 


0.16 


3075 


AF228724 


Rhagoletis conversa NADH-dehydrogenase subunit 4 (ND4) gene, 
partial sequence; NADH-dehydrogenase subunit 4L (ND4L) gene, 
complete sequence; and tRNA-Thr gene, partial sequence; 
mitochondrial genes for mitochondrial products 


0.048 


3076 


U72723 


Oryza longistaminata receptor kinase-like protein (Xa21) gene, 
complete cds and family member C, pseudogene 


0.21 


3077 


U55184 


Human G protein Golf alpha gene, exon 12 and complete cds 


1E-16 


3078 


AC006119 


Mus musculus clone UWGC:mbacl0gap from 14D1-D2 (T-Cell 
Receptor Alpha Locus), complete sequence 


0.00004 


3079 


AKO 15900 


Mus musculus adult male testis cDNA, RUCEN full-length enriched 
library, clone:4930526F13, full insert sequence 


0.76 


3080 


AL133637 


Homo sapiens mRNA; cDNA DKFZp434J1618 (from clone 
DKFZp434J1618); partial cds 


0.071 


3081 


S74063 


c-raf=raf protein [Xenopus laevis, mRNA, 2736 nt] 


0.56 


3082 


NMJH4498 


Homo sapiens type II Golgi membrane protein (GPP130), mRNA 


L9 


3083 


AF238234 


Entamoeba histolytica diaphanous protein (dia) gene, partial cds 


2.1 


3084 


XM 010729 


Homo sapiens SWI/SNF related, matrix associated, actin dependent 
regulator of chromatin, subfamily f, member 1 (SMARCF1), mRNA 


0.65 


3085 


AK007542 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone: 1810019D05, full insert sequence 


0.62 


3086 


AF228977 


Human T-cell lymphotropic virus type 1 isolate ATLL long tenninal 
repeat, partial sequence 


0.0003 


3087 


AC091698 


Homo sapiens clone RP11-596J6, complete sequence 


0.073 


3088 


AF233882 


Homo sapiens plakoglobin (JUP) gene, exons 1 through 7 


4E-88 
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3089 


U29468 


Drosophila koepferae K04 San Luis, Argentina, Gandalf transposable 
element DNA< partial sequence 


0.2 


3090 


AF279292 


Mycoplasma hyopneumoniae strain ISU 232 YX1 (yxl) gene, partial 
cds; pi 10 membrane protein precursor, gene, complete cds; and YX2 
(yx2) gene, partial cds 


0.2 


3091 


AF391284 


Homo sapiens 1 lpl5.5 clone LOH1 1A, partial sequence 


0.007 


3092 


AF259737 


Ovis aries microsatellite MNS-64 sequence 


0.66 


3093 


NM 030261 


Mus musculus hypothetical protein MGC7182 (MGC7182), mRNA 


6E-36 


3094 


AB047879 


Macaca fascicularis brain cDNA, clone.QnpA- 14270 


0.00003 


3095 


X65607 


H.sapiens MT1X gene for metallothionein IX 


0.023 


3096- 


AF231164 


Pseudosymblepharis schimperiana tRNA-Leu, partial sequence; trnL- 
trnF intergenic spacer, complete sequence; and tRNA-Phe, partial 
sequence; chloroplast genes for chloroplast products 


0.06 


3097 


AF290431 


Mus musculus sequence downstream of Hyall; and Fus2 gene, 5* UTR 
and exon 1 


1.3 


3098 


X96762 


C.elegans mRNA for DNA topoisomerase I 


0.028 


3099 


AB036229 


Salganea nigrita mitochondrial COIT gene for cytochrome oxidase D, 
partial cds, coIIection_site:Lake Danao, Leyte, Philippines 


0.53 


3100 


AJ309183 


Staphylococcus aureus partial coa gene for coagulase, type F, isolate 
rs59 


0.07 


3101 


AF240785 


Homo sapiens glutathione-S-transferase GSTT1 deletion/junction 
region sequence 


0.000004 


3102 


XMJ)31737 


Homo sapiens synaptosomal-associated protein, 23kD (SNAP23), 
mRNA 


0.0000004 


3103 


AY035097 


Arabidopsis thaliana putative proline-rich protein (F23H24.15) 
mRNA, complete cds 


0.18 


3104 


AF121069 


Anopheles farauti 3 12S small subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.065 


3105 


NM 016701 


Mus musculus nestin (Nes), mRNA 


0.23 


3106 


L41893 


Homo sapiens retinoblastoma susceptibility protein (RBI) gene, exon 
5, bases 44452-44939 in LI 1910 


0.008 


3107 


Z78623 


H.sapiens flow-sorted chromosome 6 TaqI fragment, SC6pA12B7 


2E-21 


3108 


XMJJ41367 


Homo sapiens NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 
4 (15kD, B15) (NDUFB4), mRNA 


2E-24 


3109 


AL117617 


Homo sapiens mRNA; cDNA DKFZp564H0764 (from clone 
DKFZp564H0764) 


0.17 


3110 


AK023907 


Homo sapiens cDNA FLJ13845 fis, clone THYRO1000815 


7E-42 


3111 


M95396 


Yeast putative transcriptional activator (ADA2) gene, complete cds 


3.8 


3112 


NC_002670 


Bacteriophage bIL3 1 1, complete genome 


0.073 


3113 


XMJ)37870 


Homo sapiens desmoplakin (DPI, DPII) (DSP), mRNA 


2.2 


3114 


NM 032276 


Homo sapiens hypothetical protein DKFZp547E052 
(DKFZp547E052), mRNA 


0.43 
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3115 


AB048877 


Macaca fascicularis brain cDNA, clone:QnpA-16414 


3E-30 


3116 


AK014209 


Mus musculus 13 days embryo head cDNA, RIKEN full-length 
enriched library, clone:3110053B16, full insert sequence 


0.029 


3117 


XM_037053 


Homo sapiens rhabdoid tumor deletion region protein 1 (RTOR1), 
mRNA 


9E-47 


3118 


AF156197 


Cinara pseudotaxifolia cytochrome oxidase n gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.18 


3119 


AK022006 


Homo sapiens cDNA FLJ1 1944 fis, clone HEMBB1000684 


0.003 • 


3120 


U23175 


Caenorhabditis elegans cosmid F57F10, complete sequence 


0.022 


3121 


AF267198 


Candidatus Carsonella ruddii natural-host Arytaina genistae ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


0.019 


3122 


AY026461 


Homo sapiens CUB domain containing protein 1 (CDCP1) mRNA, 
complete cds 


0.5 


3123 


NC_002471 


Typhlonectes natans mitochondrion, complete genome 


0.45 


3125 


AF328531 


Homo sapiens clone 9qtel_cl0t7 sequence 


0.00001 


3126 


AF397158 


Homo sapiens clone 1 1 pur alpha-associated ribosomal RNA gene, 
partial sequence 


2E-37 


3127 


AF1 10970 , 


HTV-1 isolate C-96BW1 1 .06 country Botswana, complete genome 


5.3 


3128 


AJ237690 


Canis familiaris polymorphic marker clone XC08 


1.3 


3129 


AE001176 


Borrelia burgdorferi (section 62 of 70) of the complete genome 


0.084 


3130 


AJ271333 


Campylobacter hyoilei ORF1, ORF2, ORF3 and ORF4 


6.7 


3131 


AF1 12247 


Merluccius productus Mpro-1 mitochondrial control region, partial 
sequence 


0.0008 


3132 


XM 002378 


Homo sapiens uncharacterized hypothalamus protein HT010 (HT010), 
mRNA 


4E-28 


3133 


AJ242726 


Xenopus laevis mRNA for p21 activated kinase 2 (PAK2 gene) 


0.25 


3134 


AF049711 


Petunia x hybrida pollen-specific 1-anunocyclopropane-l-carboxylate 
synthase (ACS2) gene, complete cds 


0.24 


3135 


XM 003091 


Homo sapiens KIAA0001 gene product; putative G-protein-coupled 
receptor; G protein coupled receptor for UDP-glucose (KIAA0001), 
mRNA 


2.2 


3136 


Z33368 


M.capricolum DNA for CONTIG MCABF 


0.001 


3137 


AE001433 


Plasmodium falciparum chromosome 2, section 70 of 73 of the 
complete sequence 


0.001 


3138 


AK017235 


Mus musculus adult male pituitary gland cDNA, RIKEN full-length 
enriched library, clone:5330405D10, full insert sequence 


0.7 


3139 


Z57308 


H.sapiens CpG island DNA genomic Msel fragment, clone 170g9, 
reverse read cpgl70g9.rtla 


0.023 


3140 


AC005485 


Homo sapiens PAC clone RP5-998M2 from 7q33-q35, complete 
sequence 


5.4 


3141 


AF1 18654 


Leishmania donovani ATPase 6 gene; kinetoplast gene for kinetoplast 
product 


0.66 
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3142 


AJ271879 


Uncultured eubacterium plasmid pIE1130 DNA for repA gene, repC 
gene, repB gene, mobA gene, mobB gene, mobC gene, cac gene, catm 
gene, sulll gene, strA gene, strB gene and aph(3 ! )-I gene 


0.26 


3143 


Y00165 


Sus scrofa mRNA for link protein 


0.079 


3144 


AF283982 


Caenorhabditis elegans transcription enhancer factor-l-like protein 
EGL-44 (egl-44) gene, complete cds 


0.0007 


3145 


AE004926 


Pseudomonas aeruginosa PA01, section 487 of 529 of the complete 
genome 


0.44 


3146 


AE004738 


Pseudomonas aeruginosa PA01, section 299 of 529 of the complete 
genome 


1.4 


3147 


AC083824 


Homo sapiens clone RP1 1-91J18, complete sequence 


0.59 


314* 


AY023127 


Oryza sativa microsatellite MRG5452 containing (GCA)X9, closest to 
marker C402, genomic sequence 


0.77 


3149 


XM 002943 


Homo sapiens similar to PRO0327 protein (R sapiens) (LOC92570), 
mRNA 


0.073 


3150 


D88151 


Clostridium perfringens DNA for D-alanine:D-alanine ligase, cortical 
fragment-lytic enzyme 


0l057 


3151 


XM 009013 


Homo sapiens similar to tumor necrosis factor (ligand) superfamily, 
member 14 (H. sapiens) (LOC63472), mRNA 


1.7 


3152 


NM 012702 


Rattus norvegicus Carcinoembryonic antigen gene family (CGM1) 
(Cgml),mRNA V 


1.5 


3153 


AJ131041 


Clogmia albipunctata mRNA for Hunchback protein, partial 


0.019 


3154 


AE000720 


Aquifex aeolicus section 52 of 109 of the complete genome 


5.3 


3155 


X74789 


Potato leaf roll virus RNA sequence 


0.47 


3156 


AF064478 


Homo sapiens natural resistance-associated macrophage protein 2 
(NRAMP2) gene, exons 4 and 5 


0.021 


3157 


M84761 


Rat fatty acid synthase gene, complete cds 


0.25 


3158 


AF239566 


Polycycnis ornata tRNA-Leu (trnL) gene, partial sequence; and trnL-F 
intergenic spacer region, complete sequence; chloroplast gene for 
chloroplast product 


0.007 


3159 


AF343914 


Campylobacter jejuni NCTC 11828 LOS biosynthesis cluster, partial 
sequence 


0.025 


3160 


AL137443 


Homo sapiens mRNA; cDNA DKFZp566G184 (from clone 
DKFZp566G184) 


0.99 


3161 


X54452 


D.discoideum culmination spiA (Dd31) gene 


0.71 


3162 


X80908 


L.esculentum gene for fruit ripening polygalacturonase 


0.069 


3163 


XM 007838 


Homo sapiens nuclear factor of activated T-cells 5, tonicity-responsrve 
(NFAT5), mRNA 


0.5 


3164 


AF1 19385 


Mus musculus KvLQTl gene, KvLQTl-AS allele, partial intron 
sequence 


0.17 


3165 


X86449 


E.caballus DNA segment containing microsatellite 


1E-25 


3166 


Z22800 


H.sapiens microsatellite repeat 


0.000004 


3167 


U22842 


Lagos bat virus nucleoprotein gene, partial cds 


0.027 
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3168 


AF108897 


Camnvlohacter leiuni PpIT? fnplRi ppnp nartial cnV atiH Pal A /'nal 
PclC foclO PelD foelD i PelE fDelEi PclF (tjpIFi and PpIG faplGi 
genes, complete cds 


0.73 


3169 


AE000556 


Helicobacter nvlori 26695 section 34 of 134 of the comnlete Pennine 


0.016 


3170 


AK024295 


Homo sapiens cDNA FLJ14233 fis, clone NT2RP4000049 


0.46 


3171 


U13835 


Mns mil senilis c-ahl nrnfein fc-ahn cenp evonc 1 and 1R 
alternatively snliced 


4.5 


3172 


AJ132887 


Homo sapiens telomere-junction DNA sequence, haplotype B 


6E-13 


3173 


XM 007277 


Homo sapiens hypothetical protein DKFZp761F2014 
(DKFZp761F2014), mRNA 


1.9 


3174 


L40470 


Pi sum sativum fclone HW39-4i pene fragment 


0.05 


* 

3175 


AF206594 


Lacerta vivipara 12S ribosomal RNA gene, partial sequence; tRNA- 

Val ppne rnmnlpte spniience* and 16S rihosomal PWA pene nartial 
sentience* mitochondrial penes for mitochondrial nrodncts 

OvUUVllvVj IIULWIIVJIU-I JCU ^WXtVW J.V/i llUlvvltVllUWiU 1/lwUUVlO 


0.69 


3176 


XM_037847 


Homo sapiens neurexophilin 3 (NXPH3), mRNA 


6.7 


3177 


AY026945 


Pattiic nrvrvptripiic T'C* micmntpli tVivminp o\ vr*n cvl q cp tnPWA 

IVmlUa HVJi VCglWUD X ,\J UlXdlllolWXl UljrltliXl*w gljr^UojrlaaC llllxXlfL, 

comnlete cds 


1.6 


3178 


XM 028009 


Homo saDiensKIAA1563 nrotein fKIAA1563i mRNA 


2E-71 


3179 


AF250386 


fVirsonplla rnHdii PMA nolvmerasp beta ctihnnit frnnRi and PNA 
nnlvmerase beta-nrime subunit ^rnoCi penes nartial cds 


0.65 


3180 


AB038968 


Homo sapiens CFLAR gene, exon 5, exon 6 


0.24 






Homo saniens cDNA FLJ13507 fis" clone PLACE1005085 


2E-64 


3183 


AF240176 


Mus Mus musculus MRP 13 mRNA 


2 i 


J lot 


IJ20230 


Human pnanvl cvclase C pene nartial cds 


0.2 


J 10 J 


T 1R9S0 




0.64 


3186 


U36785 


T? qHiic urtrvpoimic nntativp r\TiPrr\monp i^ppnt/tT \7XT1 mPNA pnmnlpfp 
IxallUb llUrVCglOlXb pulaUVC pilCIUlllUllC ICUCpiUi VINX lllXM^/*i, WJlupiCLv 

cds 


0.73 


J io / 


AF270614 


Hnmn saniens clone 5ntel c93t7 seouence 

X 1U11 WJ oaUiWlLO wIUllv wULvl Ji; gWIJUwllwV 


0.075 


3188 


NM 004114 


Homo sapiens fibroblast growth factor 13 (FGF13), mRNA 


6.7 


3189 


AJ403239 


M musculiis DNA for vimentin-bindine rracment VirnE7 


0.076 


1190 


BC010716 


Mus musculus, clone MGC:6551 IMAGE:2655861, mRNA, complete 
cds 


4.* 


3191 

J 1.7 X 


AF270162 


Staphylococcus epidermidis strain SRI clone step. 105 le05 genomic 
seouence 


0.56 


3192 


XM_046992 


Homo sanipn*: fivnnthetical pene siiODorted hv AT .1 177^4 
(LOC92742), mRNA 


1.5 


3193 


AE003909 


Xylella fastidiosa 9a5c, section 55 of 229 of the complete genome 


6.3 


3194 


AF240176 


Mus Mus musculus MRP 13 mRNA 


1.5 


3195 


L08174 


Romanomermis culicivorax mitochondrial NADH dehydrogenase 
subunits 6 and 3 (ND6, ND3) cytochrome P450-like protein genes, 
complete CDS 


0.5 
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3196 


AK021098 


Mus musculus adult male corpus striatum cDNA, RIKEN full-length 
enriched library, clone:C030021G16, full insert sequence 


6.5 


3197 


AF311637 


Eimeria separata ORF470 gene, partial cds; apicoplast gene for 
apicoplast product 


0.079 


3198 


D84549 


Candida tropicalis DNA for carnitine acetyltransferase, complete cds 


0.057 


3199 


XM 045864 


Homo sapiens KIAA1804 protein (KIAA1804), mRNA 


0 


3200 


XM 010334 


Homo sapiens transducin (beta)-like 1 (TBL1), mRNA 


1.9 


3201 


AL133154 


S.pombe chromosome I cosmid cl751 


0.15 


3202 


S75898 


aromatase [Poephila guttata=zebra finches, ovary, mRNA, 3188 nt] 


0.49 


3203 


AF047669 


Homo sapiens dystrophin (DMD) gene, deletion junction 8 between 
introns 7 and 20 


0.001 


3204 


AB042652 


Bos taurus mRNA for zona pellucida glycoprotein ZPB, complete cds 


0.58 


3205 


AF147082 


Homo sapiens gamma-glutamyl hydrolase gene, exons 3 through 7 


0.028 


3206 


AE006252 


Lactococcus lactis subsp. lactis IL1403 section 14 of 218 of the 
complete genome 


0.07 


3207 


Z99773 


Caenorhabditis elegans cosmid H06A10, complete sequence 


0.7 


3208 


NC 001328 


Caenorhabditis elegans mitochondrion, complete genome 


0.025 


3209 


AY037251 


Arabidopsis thaliana AT4g30750/T10C21_100 mRNA, complete cds 


5.9 


3210 


Z12834 


L.esculentum gene for polyphenol oxidase 


0.75 


3211 


AL391057 


Human DNA sequence from clone RP1 1-533B2 on chromosome 10, 
complete sequence [Homo sapiens] 


0.07 


3212 


AF001454 


Helianthus annuus Dc3 promoter-binding factor-2 (DPBF-2) mRNA, 
complete cds 


0.21 


3213 


AF295925 


Streptococcus pneumoniae transposon Tn5252 Orf28, Orf27, Orf26, 
Orf25, Orf24, Orf23, Orf22, Orf21, and Orf20 genes, complete cds 


0.019 


3214 


AC024821 


Caenorhabditis elegans cosmid Y55B1AR, complete sequence 


1.7 


3215 


AC018655 


Homo sapiens 12q BAC RP1 1-946G22 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


0.0000001 


3216 


XM 043524 


Homo sapiens cadherin 17, LI cadherin (liver-intestine) (CDH17), 
mRNA 


2E-52 


3217 


XM 051566 


Homo sapiens phosphoinositide-3-kinase, catalytic, beta polypeptide 
(PIK3CB), mRNA 


0.025 


3218 


X84742 


M.musculus GPX3 gene 


0.079 




AL445527 


Human DNA sequence from clone RP1 1-1 15C2 on chromosome 1, 
complete sequence [Homo sapiens] 


5.4 


3220 


AF254792 


Danio rerio Period3 circadian clock protein (Per3) mRNA, complete 
cds 


3.8 


3221 


AE002225 


Chlamydophila pneumoniae AR39, section 53 of 94 of the complete 
genome 


0.12 
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1000 
JLLL 


XM 048692 


Homo sapiens similar to hypothetical protein (H. sapiens) 
(LOC92998), mRNA 


2E-15 


3223 


AF335456 


Clavulina cinerea 18S ribosomal RNA gene, partial sequence; internal 
transcribed spacer 1, 5.8S ribosomal RNA gene and internal 
transcribed spacer 2, complete sequence; and 28S ribosomal RNA 
gene, partial sequence 


0.037 


3224 


AF335589 


Glycine max chitinase class I (Chial) and hypothetical protein genes, 
complete cds 


3.3 


3225 


AE005230 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 54 
of 155 


5.2 


3226 


AB010822 


Homo sapiens MASP gene for mannose binding protein-associated 
protease, exon 1 


7E-13 


322? 


XM 052139 


Homo sapiens interleukin 13 receptor, alpha 1 (IL13RA1), mRNA 


0.007 


3228 


AF293654 


Toxoplasma gondii TgMlCIO precursor (MICIO) mRNA, complete 
cds 


0.15 


3229 


AJ388514 


Cards familiaris mRNA for partial Ribosomal protein S14 


0.38 | 


3230 


U80814 


Caenorhabditis elegans cosmid B0547, complete sequence 


0.22 | 


3231 


NM 013890 


Mus musculus f-box and WD-40 domain protein 2 (Fbxw2), mRNA 


0.29 


3232 


AB042411 


Homo sapiens strg gene for striatum-specific G potein-coupled 
receptor, complete cds 


0.000009 


3233 


AF151527 


Hyphantria cunea serpin gene, complete cds 


0.001 


3234 


X78305 


M. musculus (SRP9) signal recognition particle subunit mRNA, 
1116bp 


0.047 


3235 


NMJH8830 


Mus musculus N-acylsphingosine amidohydrolase 2 (Asah2), mRNA 


0.18 


3236 


AF302060 


Apocryptophagus sp. MSPAR4 cytochrome oxidase I (COI) gene, 
partial cds; mitochondrial gene for mitochondrial product 


0.007 


ion 
3237 


AB024025 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
clone:K16F13 


0.012 


3238 


U25810 


Bos taurus lysozyme (LZ) gene, complete cds 


0.004 


3239 


X95363 


C.annuum gamma thionin gene 


0.15 


3240 


AF286897 


Plasmodium berghei carbamoyl phosphate synthetase II gene, partial 
cds 


0.15 


3241 


AF290920 


Procambaras clarkii microsatellite PclG-03 sequence 


3.7 


3242 


AE006380 


Lactococcus lactis subsp. lactis IL1403 section 142 of 218 of the 
complete genome 


2.2 


3243 


U66913 


Dictyostelium discoideum ORF DG1040 gene, partial cds 


0.22 


3244 


Y00460 


Mouse genes for transfer RNA-Ala, tRNA-Ile, tRNA-Pro and tRNA- 

Lys s 


0.026 


3245 


L08052 


Fruitfly myosin alkali light chain (Mlcl) gene 
'supercontractile/tubular muscle and indirect flight muscle isofonns'; 
complete cds's 


0.67 


3246 


AF076597 


Dictyostelium discoideum ubiquitin-conjugating enzyme protein UbcC 
(ubcC) mRNA, complete cds 


0.58 



BNSDOCID: <WO 0214500A2_I_> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 
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P VALUE 


3247 


U67518 


Methanococcus jannaschii section 60 of 150 of the complete genome 


0.003 


3248 


AF362370 


Dictyostelium discoideum histidine kinase DhkH (dhkH) gene, partial 
cds 


6 


3249 


AF146688 


Fugu rubripes sex comb on midieg-like 2 protein (SCML2) gene, 
complete cds 


0.026 


3250 


AK009952 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310057C01, full insert sequence 


0.07 


3251 


AB005803 


Homo sapiens DNA for histidine-rich glycoprotein, complete cds 


0.078 


3252 


AY021484 


Oryza sativa microsatellite MRG3809 containing (TA)X27, closest to 
marker G227, genomic sequence 


2.2 


3253 


AD000833 


Homo sapiens DNA from chromosome 19-cosnud A9399 (~17 kb 
EcoRI restriction fragment) 


0.024 


3254- 


AB048982 


Macaca fascicularis brain cDNA, clone:QnpA-13067 


0.38 


3255 


AL023839 


Caenorhabditis elegans cosmid Y39A1C, complete sequence 


0.026 


3256 


NC_002052 


Tomato spotted wilt virus RNA-L, complete sequence 


0.22 


3257 


AK022137 


Homo sapiens cDNA FLJ12075 fis, clone HEMBB1002425 


0.64 


3258 


U44047 


Xenopus laevis MCM2 mRNA, complete cds 


0.24 


3259 


Z61385 


Hsapiens CpG island DNA genomic Msel fragment, clone 51d3, 
forward read cpg51d3illa 


5E-21 


3260 


AF163151 ' 


Homo sapiens dentin sialophosphoprotein precursor (DSPP) gene, 
complete cds 1 


- 

0.003 


3261 


LI 1194 


Montinia caryophyllacea ribulose 1,5-bisphosphate carboxylase large 
suburdt (rbcL) gene, partial cds; chloroplast gene for chloroplast 
product 


6.4 


3262 


BC002928 


Homo sapiens, clone MGC: 11357 IMAGE:3954507, mRNA, 
complete cds 


3E-46 


3263 


XM 002837 


Homo sapiens acid phosphatase, prostate (ACPP), mRNA 


2.3 


3264 


AF189787 


Hordeum vulgare putative c-myb-like transcription factor (MYB3R-1) 
gene, partial cds 


0.61 


3266 


AB048353 


Paramecium caudaturn mRNA for hsp60, partial cds 


1.8 


3267 


U75274 


Arabidopsis thaliana acyl-CoA binding protein (ACBP) gene, 
complete cds 


0.69 


3268 


AF034077 


Equus caballus alpha-1 -antitrypsin (Spi2) gene, complete cds 


0.077 


3269 


AL031426 


Human DNA sequence from clone CTA-191D12 on chrpmosome 
22ql3. 1 Contains two exons of the APOL2 gene for apolipoprotein L 
2, ESTs and GSSs, complete sequence [Homo sapiens] 


0.000001 


3270 


AJ007958 


Thiobacillus sp. plasmid pT3.2I including adh and repA genes, partial 


0.001 


3271 


NM_025978 


Mus musculus RIKEN cDNA 2700016E08 gene (27000 16E08Rik), 
mRNA 


1E-17 


3272 


XM.018403 


Homo sapiens similar to gene with multiple splice variants near HD 
locus on 4pl6.3 (H. sapiens) (LOC91016), mRNA 


5.5 


3273 


AJ238613 


Gallus gallus mRNA for teneurin-1 


i 0.57 | 


3274 


XM 033841 


Homo sapiens FGFRI oncogene partner (FOP), mRNA 


0.55 
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3275 


NM 014601 


Homo sapiens EH-domain containing 2 (EHD2), mRNA 


0.065 


3276 


AK021659 


Homo sapiens cDNA FLJ11597 fis, clone HEMBA1003856 


9E-13 


3277 


AB054644 


Sarcophaga peregrina gene for lectin, 5' upstream region and partial 
cds 


0.045 


3278 


AK010362 


Mus musculus ES cells cDNA, RIKEN full-length enriched library, 
clone:2410003J06, full insert sequence 


5.5 


3279 


AF282974 


Plasmodium falciparum cysteine protease talcipain-3 gene, complete 
cds 


1.8 


3280 


U60135 


Arabidopsis thaliana serine/threonine protein phosphatase 2A-3 
catalytic subunit gene, complete cds 


0.024 


3281 


AF365086 


Martiodendron parviflorum tRNA-Leu (trnL) gene, partial intron 
sequence; chloroplast gene for chloroplast product j 


6.5 


3282- 


AE002140 


Ureaplasma urealyticum section 41 of 59 of the complete genome 


0.22 


3283 


Z49124 


S.oleracea chloroplast secA mRNA 


0.074 


3284 


AE002353 ■ 


Chlamydia muridarum, section 80 of 85 of the complete genome 


4.4 


3285 


XMJ)11989 


Homo sapiens ELKL motif kinase (EMK1), mRNA 


7E-54 


3286 


AJ252287 


Plasmodium falciparum partial msp3 gene for merozoite surface 
protein 3 


0.68 


3287 


AK018224 


Mus musculus adult male medulla oblongata cDNA, RIKEN full- 
length enriched library, clone:633053 110 1, full insert sequence 


2 


3288 


X91123 


Homo sapiens partial SLC6A2 gene for norepinephrine transporter, 
exon5 


7.5 


3289 


AB045007 


Mus musculus GNB2 gene for guanine nucleotide binding protein 
beta2 subunit, complete cds 


0.67 


3290 


AY017272 


Peromyscus difQcilis isolate 1X32541 mys-9 retrotransposon and 
LTR, 5 1 sequence 


5.4 


3291 


AL590902 


S.pombe chromosome I cosmid pB8E5 


0.077 


3292 


XM 003311 


Homo sapiens surfactant protein A binding protein (SPAR), mRNA 


0.38 


3293 


AK027388 


Homo sapiens cDNA FLJ14482 fis, clone MAMMA1002362 


0.007 


3294 


AB043885 


Homo sapiens BHLHB2 gene for bHLH transcriptional factor DEC1, 
complete cds 


0.068 


3295 


XM 028213 


Homo sapiens up-regulated by BCG-CWS (LOC64116), mRNA 


0.073 


3296 


XM 039789 


Homo sapiens solute carrier family 2 (facilitated glucose transporter), 
member 2 (SLC2A2), mRNA 


9.2 


3297 


AK021841 


Homo sapiens cDNA FLJ11779 fis, clone HEMBA1005921 


0.65 


3298 


M11815 


Plasmid pGKLl from killer yeast (K.lactis), complete 


0.008 


3299 


AF166527 


Zea mays flowenng-time protein isoforms alpha and beta (ZrnLD) 
gene, alternatively spliced products, complete cds 


0.074 


3300 


XM 040556 


Homo sapiens similar to hypothetical protein FLJ20127 (H. sapiens) 
(LOC91775), mRNA 


0.22 


3301 


AB001569 


Carrot DNA for transposon Tdcl 


0.17 


3302 


AF326737 


Mus musculus sclerostin gene, complete cds 


4.7 


3303 


AF272001 


Ebola virus subtype Zaire strain Mayinga complete genome 


1.9 
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3304 


XM 034863 


Homo sapiens similar to hypothetical protein FLJ22294 (H. sapiens) 
(LOC90918),mRNA 


0.2 


3305 


AC006654 


Caenorhabditis elegans cosmid H09I01, complete sequence 


0.023 


3306 


AK008812 


Mus musculus adult male stomach cDNA, RIKEN full-length 
enriched library, clone:2210403E17, full insert sequence 


6.1 


3307 


AF151387 


Lucilia eximia tRNA-Ile gene, partial sequence; D-loop, complete 
sequence; and 12S ribosomal RNA, partial sequence; mitochondrial 
genes for mitochondrial products 


0.077 


3308 


S53497 


immunoglobulin epsilon chain constant region=secreted form {3 1 
region} [human, B cell myeloma U-266, Genomic, 3198 nt] 


5.5 


3309 


XM 010126 


Homo sapiens stromal antigen 2 (STAG2), mRNA 


e-115 


3310 


D10500 


Homo sapiens MAT gene for mitochondrial acetoacetyl-CoA thiolase, 
exon 1 


1.9 


3311 


AF293900 


Paraflabellula reniformis small subunit ribosomal RNA gene, 
complete sequence 


0.092 


3312 


NC 001530 


Human papillomavirus type 47, complete genome 


0.67 


3313 


Z85396 


Rsapiens Ig lambda light chain variable region gene (34-34SWUF32) 
rearranged; Ig-Light-Lambda; VLambda 


0.71 


3314 


NC_001566 


Apis mellifera ligustica mitochondrion, complete genome 


0.015 


3315 


AF103869 


Plasmodium yoelii blood-stage membrane protein Ag-1 mRNA, 
complete cds 


1.5 


3316 


XMJ)07957 


Homo sapiens hypothetical protein (LOC57019), mRNA 


3E-27 . 


3317 


XM 012723 


Homo sapiens chromosome 18 open reading frame 1 (C18orfl), 
mRNA 


2.7 


3318 


XM 046956 


Homo sapiens Kallmann syndrome 1 sequence (KALI), mRNA 


4.5 


3319 


AE000614 


Helicobacter pylori 26695 section 92 of 134 of the complete genome 


| 0.068 


3320 


NM 017932 


Homo sapiens hypothetical protein FLJ20700 (FLJ20700), mRNA 


1.7 


3321 


AK017541 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone:5730410F24, full insert sequence 


4.8 


3322 


AK016519 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, done:49324 1 1G06, full insert sequence 


1.9 


3323 


U38184 


Trypanosoma cruzi kinetoplast minicircle ATPase subunit 6 mRNA, 
complete cds 


ox>m 


3324 


254181 


M.catarrhalis bla gene for BRO-2 


0.069 i 


3325 


U43961 


Uryza sativa j-nyoroxy-j-meuiyigiutaiyi-LAjA reaucia&e gene, 
promoter region and complete cds v 


0.17 


3326 


AK025166 


Homo sapiens cDNA: FLJ21513 fis, clone COL05778 


0.23 


3327 


AF158727 


Homo sapiens truncated properdin (PFC) gene, exons 1 and 2 


0.73 


3328 


AL1 16536 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.57 


3329 


NC 001712 


Locusta migratoria mitochondrion, complete genome 


0.061 
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3330 


AY028779 


Staphylococcus epidermidis plasmid pST6 beta-lactamase repressor 
Blal fblaD eene Dartial cds* resolvase/inte prase BinR fbinlO 
recombinase Sin (sin), repressor QacR (qacR), and transport protein 
QacB (qacB) genes, complete cds; and unknown gene 


0.23 


3331 


AF346992 


Homo sapiens mitochondrion, complete genome 


1.7 


3332 


NMJ)31389 


Mus musculus ribonuclease/angiogenin inhibitor 2 (Rnh2), mRNA 


1.9 


3333 


AC0799I8 


Homo sapiens BAC clone RP1 1-1 14K13 from 7, complete sequence 


0.0002 


3335 


AF298207 


Dictyostelium discoideum transposon thug-S, complete sequence 


0.15 i 


3336- 


L36903 


SaechaTomvce^ cerevisiae mitochondrion 21 S ribosomal RNA C21S 

UOvvUCUvltlTvv^ Wwwvigiuv liu iVvi ivliui I vli ** * i*J * *WV«3w***C*A a^a^a & \** * ** 

rRNA) eene 2 IS R2 ribosomal RNA (2 IS R2 rRNA) eene. and ORF 
RI 


0.024 


3337 


AF239663 


Pmnus Dersica ACC synthase eene Dartial cds 

* i U1IUJ 1/VlWlWU A * Vp* U J Alii IU*JW ^VHVy l/luU|U VwJ 


0.066 


3338 


AJ223690 


W Qanien*; D2-1 -K2G7nn eene for immiirtofflohiilin karjna chain 

ll.^uuiwiu xj .£* x / 1 1 L> gvuw iui minim wftiui/n mi uui/ua vuuui 

variable region 


0.026 


3339 


AC084157 


Caenorhabditis elegans cosmid Y46E12BR, complete sequence 


4.4 


3340 


M58606 


B.subtilis threonine deaminase (ILVA) gene, complete cds 


0.62 


3341 


NC 001648 


Cassava vein mosaic virus comolete eenoroe 


0.008 


3342 


U09277 


Caenorhabditis elegans Bristol N2 synaptic vesicle acetylcholine 
transDorter func-17^ cene comnlete cds 


0.024 


3343 


U52821 


Mus musculus prion (PrP) gene, exons 1 and 2 


1.9 


3344 


AK014936 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
librarv clone *492 152 ID 15 full insert seouence 


2 


3345 


AE007447 


Streptococcus pneumoniae section 130 of 1 94 of the complete genome 


5 


3346 


AK005820 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:l7000l0F03, full insert sequence 


0.18 


3347 


AB011681 


Danio rerio mRNA for ZOR-2, complete cds 


1.9 


3348 


AB030616 


Mus musculus Chetk-alpha gene for choline/ethanolarnine kinase- 
alpha, exon l and S'-flanking region 


2E-10 


3349 


AF269359 


Stanhvlococcus enidermidis strain SRI clone sterj I002el2 genomic 
sequence 


' 0.53 


3350 


AF063004 


Trypanosoma rotatorium trans-spliced leader gene, partial sequence 


1.9 


3351 


AE001411 


Plasmodium falciparum chromosome 2, section 48 of 73 of the 
complete sequence 


0.008 


3352 


AF240496 


Mus musculus clone I48d4 Naip5 gene, partial sequence 


0.56 


3353 


XM_004722 


Homo sapiens hypothetical protein FLB6421 (FLB6421), mRNA 


2.2 


3354 


AF100324 


Mycoplasma fermentans DNA polymerase in subunit (dnaH), YabC 
protein (yabC), orf550, lipoprotein MALP-404 precursor (malP), 
insertion sequence IS1630 transposase (tnpA) genes, complete cds; 
P78 ATP-binding cassette transport operon, complete sequence;> 


2.1 


3355 


NM 019684 


Mus musculus serine/threonine kinase 23 (Stk23), mRNA 


0.23 
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3356 


AB004856 


Buchnera aphidicola mRNA for homoserine kinase, partial cds 


1.9 


3357 


AF328428 


Homo sapiens clone lptel_2109Bf&Br sequence, 


2E-11 


3358 


XM041166 


Homo sapiens hypothetical gene supported by AF308287; BC009516 
(LOC91860), mRNA 


0.024 


3359 


AE006429 


Lactococcus lactis subsp. lactis IL1403 section 191 of 218 of the 
complete genome 


0.24 


3360 


U95455 


HTV-l clone 8 isolate BVfrom Milan, envelope glycoprotein, V1-V5 
region (env) gene, partial cds 


0.026 


3361 


XM 001775 


Homo sapiens PEF protein with a long N-terminal hydrophobic 
domain (peflin) (PEF), mRNA v _j 


0.45 


3362 


AF10067O 


Caenorhabditis elegans cosmid M4 ■ 


0.072 


3363 


AB036737 


Homo sapiens mRNA for RERE, complete cds 


0.21 


3364* 


AE001030 


Archaeoglobus fulgidus section 77 of 172 of the complete genome 


1.5 


3365 


XM 046602 


Homo sapiens hypothetical gene supported by AK027658 
(LOC92679), mRNA 


2 


3366 


XM_005889 


Homo sapiens kinesin-like 1 (KNSL1), mRNA 


0.21 


3367 


AF275345 


Lycopersicon esculentum MADS-box transcription factor jointless 
gene, complete cds 


1.2 


3368 


NC 000857 


Ceratitis capitata complete mitochondrial genome 


0.022 


3369 


AC002048 


Human PCR Fragment of Cosmid gl346a274 from 7q31.3, complete 
sequence [Homo sapiens] 


1E-16 


3371 


AB016611 


Enterobacter cloacae ampC gene, complete cds 


0.62 


3372 


NM_026040 


Mus musculus RBCEN cDNA 2810036K01 gene (2810036K01Rik), 
mRNA 


e-138 


3373 


AJ252860 


Human immunodeficiency virus type 1, partial proviral POL gene, rt 
region, isolate CL 


0.25 


3374 


XMJ343434 


Homo sapiens villin-like (VILL), mRNA 


1.8 


3375 


AE002776 


Drosophila melanogaster genomic scaffold 142000013385952, 
complete sequence 


0.19 


3376 


XM_030198 


Homo sapiens tumor necrosis factor receptor supeifamily, member 8 
(TNFRSF8), mRNA 


0.76 


3377 


X65450 


C.canis mRNA for chloride channel 


6.3 , 


3378 


NM_032248 


Homo sapiens hypothetical protein DKFZp434F1719 
(DKFZp434F1719), mRNA 


1E-47 


3379 


L47121 


Camobacterium piscicola transposase, bacteriocin, histidine protein 
kinase, ATP dependent transloactor, accessory protein, and 
carnobacteriocin B2 genes, complete cds 


0.18 


3380 


L26287 


Schistosoma mansoni SMDR2 gene, complete cds 


0.66 


3381 


AF125130 


Nemadactylus macropterus clone 15.1 microsatellite sequence 


0.072 


3383 


AB040099 


Oryzias latipes olgc4 gene for membrane guanylyl cyclase 01GC4, 5 1 
flanking sequence and partial cds 


0.22 


3384 


AF375398 


Arabidopsis thaliana Atlg51660/F19C24_26 gene, complete cds 


6 


3385 


AF391256 


fflV-1 clone TV004G24 from South Africa gag protein (gag) gene, 
complete cds 


0.23 


3386 


X91865 


A.thaliana asp5 gene 


2.1 
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3387 


AM 047084 


Homo sapiens human immunodeficiency virus type I enhancer- 
binding protein 2 (HTVEP2), mRNA 


0.21 


3388 


Ar 115469 


Aiabidopsis thaliana cultivar Landsberg erecta Arac2 (Arac2) gene, 
complete cds 


2.3 


3389 


Z48051 


H.sapiens gene for myelin oligodendrocyte glycoprotein (MOG) 


0.008 


3390 


U49259 


Arabidopsis thaliana isopentenyl diphosphate.dimethylallyl 
diphosphate isomerase (IPP2) mRNA, complete cds 


2.2 


3391 


AF032124 


Homo sapiens RET proto-oncogene (RET) gene, 5' flanking region 
and partial cds 


0.079 


3392 


AE001420 


Plasmodium falciparum chromosome 2, section 57 of 73 of the 
complete sequence 


0.067 


3393 


XM 005555 


Homo sapiens UDP-glucose ceramide glucosyltransferase (UGCG), 
mRNA 


0.076 


3394 


Z81014 


Human DNA sequence from cosmid U65 A4, between markers 
DXS366 and DXS87 on chromosome X * 


2.1 


3395 


XM_002056 


Homo sapiens hypothetical protein FLJ11006 (FLJ1I006), mRNA 


0.26 


3396 


AF339787 


Homo sapiens clone 1MAGE:205688, mRNA sequence 


2 


3397 


AP000145 


Homo sapiens genomic DNA, chromosome 21 q2 1.2, LL56-APP 
region, clone B2291C14-R44F3, segment 10/10, complete sequence 


0.026 


3398 


AF261936 


Homo sapiens clone Ilptel_c3t7 sequence 


0.00002 


3399 


AF193615 


Homo sapiens G-protein-coupled inward rectifying K+ channel 
KCNJ9 (KCNJ9) gene, complete cds 


0.009 


3400 


AK009952 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:23 10057C01, full insert sequence 


0.079 


3401 


AF091779 


Oncorhynchus mykiss non-classical MHC class I antigen (Onrny- i 
UAA) gene, Onmy-UAA*0101 allele, complete cds 


2.3 


3402 


AB001735 


Mus musculus DNA for ADAMTS-1, complete cds 


2.3 


3403 


AK000589 


Homo sapiens cDNA FLJ20582 fis, clone KAT12 156 i 


1E-13 


3404 


U55243 


Dictyostelium discoideum glyceraldehyde-3-phosphate dehydrogenase 
(GAPDH) gene, partial cds 


0.24 


3405 


AFH0612 


Boophilus microplus cytochrome b apoerrayme (Cytb) gene, partial 
cds; tRNA-Ser, tRNA-Leu, tRNA-Cys, and tRNA-Met genes, 
complete sequence; and NADH dehydrogenase subunit 2 (ND2) gene, 
partial cds, mitochondrial genes for mitochondrial products 


0.077 


3406 


AF060542 


Haemophilus influenzae biogroup aegyptius HaelV. 
restriction/modification system (HaelVRM) gene, complete cds 


0.75 


3407 


AF303391 


Homo sapiens meiotic recombination 11 (MRE11A) gene, exon 16 


1.7 


3408 


AF269359 


Staphylococcus epidermidis strain SRI clone step.l002el2 genomic 
sequence 


0.22 


3409 


AF327975 


Hentzia palmarum 16S ribosomal RNA, partial sequence; 
mitochondrial gene for mitochondrial product 


0.57 
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XM_047898 


Homo sapiens variable charge protein on X with eight repeats (VCX- 
8r), mRNA 


5.9 


3411 


XM 047003 


Homo sapiens TATA box binding protein (TBP)-associated factor, 
RNA polymerase n, B, 150kD (TAF2B), mRNA 


0.7 




D86566 


Human DNA for NOTCH4, partial cds 


0.025 


J*tl 3 


AF36O301 


Arabidopsis thaliana unknown protein (T8B10J70/AT3g60410) 
mRNA, complete cds 


0.64 


3414 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.002 


3415 


XM 037369 


Homo sapiens hypothetical protein FLJ20693 (FLJ20693), mRNA 


9E-14 


J*f ID 


AE005230 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 54 
of 155 


6.2 


3417 


AL121778 


Human DNA sequence from clone RP5-839B1 1 on chromosome 20. 
Contains the first coding exon of the gene for a novel protein with a 
Kunitz/Bovine pancreatic trypsin inhibitor domain and WAP-type 
(Whey Acidic Protein) Tour-disuifide core* domains and an e> 


0.08 


3418 


AY020760 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence 


6.8 


3419 


AL122122 


Homo sapiens mRNA; cDNA DKFZp434L098 (from clone 
DKFZp434L098) 


1.8 


3420 


AF250346 


Xenopus laevis early growth response protein 1 (egrl) gene, partial 
cds 


0.077 


3421 


XM_044852 


Homo sapiens KIAA1572 protein (KIAA1572), mRNA 


0.7 


3422 


XM 049057 


Homo sapiens G protein-coupled receptor 49 (GPR49), mRNA 


7 


3423 


AJ223690 


H.sapiehs D2-l-K2G7np gene for immunoglobulin kappa chain 
variable region 


0.028 


3424 


AJ314752 


Anas platyrhynchos mlgM gene (partial), mlgA gene (partial) and 
IgA gene (partial), clone 13.1 


0.072 


3425 


U51739 


Ipomoea trifida secreted glycoprotein 2 (ISG2) mRNA, complete cds 


0.64 


3426 


S66752 


coagulation factor DC {3* region} [human, Genomic Mutant, 3130 nt] 


0.026 


3427 


AE001122 


Borrelia burgdorferi (section 8 of 70) of the complete genome 


0.72 


3428 


AJ233850 


Rattus norvegicus microsatellite sequence clone 27E9 


2.1 


3429 


L35664 


Homo sapiens (subclone H8 8J5 from PI 35 H5 C8) DNA sequence 


0.079 


343U 


U97029 


Callithrix geoflroyi epsilon-giobin gene, partial cds 


2.1 


3431 


Z82181 


Human DNA sequence from clone LL22NC01-8oDlU on cnromosome 
22 Contains part of the SYN3 gene for synapsin m and ESTs, 
complete sequence [Homo sapiens] 


0.71 


3432 


AB066544 


Macaca fascicularis brain cDNA clone:QtrA- 10780, full insert 
sequence 


0.62 


3433 


L77039 


Homo sapiens (subclone 2_e8 from PI H22) DNA sequence 


0.0000002 


3434 


AL590650 , 


Human DNA sequence from clone RP1 1-334F20 on chromosome 6, 
complete sequence [Homo sapiens] 


1.9 



341 



BNSDOCID: <WO 0214500A2_I_> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3435 


U93519 


Kladothrips rugosus cytochrome oxidase subunit I (COD gene, 
mitochondrial gene encoding mitochondrial protein, partial cds 


0.77 


3437 




faennrhahditis eleeans cosmid ZK75 


0.48 


3438 




Homo saniens clone IMAGE:345 116 1. mRNA 


0.41 


3439 


AK024526 


Homo sapiens cDNA: FLJ20873 fis, clone ADKA02669 


3.3 


3440 




Mpiccprin mpnincritifHQ QernPTOiifi B Strain MC58 Section 190 of 206 Of 
th^ cnmnlete eenome 


0.6 


3441 


AF1 16832 


AnnnhplAc minimiis strain PT1 cytochrome oxidase subunit I (COI) 
gene, partial cds; mitochondrial gene for mitochondrial product 


1.5 


3442 




Macaca fascicularis brain cDNA, clone:QflA-10308 


1.6 


3443 


/iTwVitOO / 


Mus musculus 0 day neonate head cDNA, RIKEN full-length enriched 
iThrarv elnne'4833408P15 full insert seauence 


7E-25 


3444 


T TSA7 SI 


Hnmn cnnipnQ PA(tL79 mRNA nartial cds 


0.048 


3445 


AJ275304 


Cicer arietinum mRNA for putative ABA-responsive protein 


1.4 


3446 


AF336131 


Lumpy skin disease virus strain Neethling, 3' partial sequence 


0.3 


3447 


tti i An(L 


HIV-1 isolate LBLA010 from Liberty City, Florida, envelope 
glycoprotein gone, p<uuoi mis 


1.6 


3448 


AM U4ZOoZ 


riomo sapiens nypouieucai goiic buppuiicu uj 


6E-13 


3449 




hA<c miionilnc trmp 1 eicrma rPCPntrtT PftTIR CDTTinlfite CdS 


0.63 


3450 


AT j4jyzo 


Myzopoda aurita 12S ribosomal RNA gene, complete sequence; tRNA- 

\/oi rtprtp rnmnlptp cpnuPTirp' anH 1 f»S ri nfKnmal RNA cene comolete 
Vai ECUS, COIIipiCIC dCtfUviiw€ t cuiu iv/w ijiuvsuuuu *»- l, * v o v * w»«^*viv 

r>£tnii<3n^0 a mitrv^hnnHrial OPHPQ for ITMtochondrial OrodUCtS 
o&CJUClll'V, lllilUwllUlIvlJlaJ geuea Awl iiuiuviiviiuxiai y»vwuvw 


0.13 


3451 


NM UUo/A3 


A/Tite miicniluc MntrH9-liVp rNntrh^l i mRNA 


0.17 


3452 


ArUo / Jy*¥ 


"Mtrnti?iTm taViamm tneriotem-STiecific nromoter seouence 


0.1 


3453 


AJ287175 


Mucor indicus partial act-1 gene for actin 


2 


3454 




TSrx C tannic nViiniiitin-lilce nrofein mRNA. comolete cds 

iiylS mill lib UUlUUimi \J* v/l^lll iiu\i«/»j vumpiviv 


0.000003 


3455 


AF250346 


"Vormrtnc lapvic parlv crrovvth rpcnnrKe nrotein 1 fefirl} &ene. Dartial 

cds 


0.072 


3456 




rpreviQiae chromosome XVI reading frame ORF YPL231w 


0.19 


3457 


AB055310 


Macaca fascicularis brain cDNA, clone:QflA-14233 


0.21 


3458 




TianniQ rarota Su*»v*Dcl cene 


0.13 


3459 


AJDUUjoOo 


Vviplla fa^tidiosa 9a5c section 14 of 229 of the complete genome 


0.16 


3460 


A"E")R1Q19 


Pntno ^aniens clone 16atel c89bt7 seauence 


5E-36 


3461 


AF126541 


Ateline herpesvirus 3 H-DNA terminal repeat unit, complete sequence 


0.023 


3462 


AK011178 


Mus musculus 10 days embryo cDNA, RIKEN full-length ennched 
library, clone:2600010E01, full insert sequence 


1.5 


3463 


AF370226 


Arabidopsis thaliana unknown protein (F1B16.11) mRNA, complete 
cds 


0.4 


3464 


X94768 


Rsapiens RP3 gene (XLRP gene 3) 


0.21 


3465 


AB029068 


Mus musculus gene for Ser/Thr kinase KKIAMRE, exon 1, 2, 3, 4, 5 


0.57 
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3466 


X84742 


M.musculus GPX3 gene 


0.038 


3467 


BC010011 


Homo sapiens, Similar to RIKEN cDNA 4931428D14 gene, clone 
MGC: 15407 IMAGE:4309613, mRNA, complete cds 


0.22 


3468 


AF288536 


Legionella longbeachae spectinomycin 3 t l adenylyltransferase (aadA), 
possible transcriptional regulatory protein (lrpR), and possible sensor 
kinase protein (IskS) genes, complete cds; and unknown genes 


1 


3469 


AF288536 


Legionella longbeachae spectinomycin 3' adenylyltransferase (aadA), 
possible transcriptional regulatory protein (lrpR), and possible sensor 
kinase protein (IskS) genes, complete cds; and unknown genes 


1.8 


3470 


AB013150 


Papilio machaon mitochondrial ND5 gene for NADH dehydrogenase 
subunit 5, partial cds 


5.9 


3471- 


XM 028011 


Homo sapiens CGI-145 protein (LOC51028), mRNA 


0.63 


3472 


XM_052069 


Homo sapiens actin related protein (MGC15664), mRNA 


5.7 


3473 


AL449163 


Human DNA sequence from clone RP11-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00001 


3474 


X96685 


B.burgdorferi cell division genes 


1.9 


3475 


AF179589 


Rana tigrina rugulosa glucagon receptor (GluR) mRNA, complete cds 


0.19 


3476 


AJ297549 


Homo sapiens partial PIK3CB gene for phosphatidylinositol 3-kinase 
catalytic subunit pllObeta, exons 1-2 and joined CDS 


0.87 


3477 


XM 032707 


Homo sapiens KIAA0630 protein (KIAA0630), mRNA 


0.2 


3478 


U25032 


Caenorhabditis elegans par-3 mRNA, complete cds 


1.3 


3479 


U89283 


Biomphalaria glabrata myoglobin gene, complete cds 


3.2 


3480 


AY029303 


Strongylocentrotus purpuratus ADAM precursor, mRNA, complete 
cds 


5.6 


3481 


AB043223 


Mus musculus V186.2 gene for immunoglobulin heavy chain, 
clone:L!G6001 


7.5 


3482 


AF304130 


Danio rerio transmembrane receptor Roundabout 1 (robol) mRNA, 
complete cds 


1.8 


3483 


AF386077 


Homo sapiens interleukin 17B (BL17B) gene, complete cds 


0.65 


3484 


U39889 


Bos taurus Y-chromosome specific genomic sequence 


0.65 


3485 


XM 032347 


Homo sapiens region containing TLS-associated serine-arginine 
protein 1; TLS-associated serine-arginine protein 2; TLS-associated 
serine-arginine protein 2; TLS-associated serine-arginine protein 2; 
TLS-associated serine-arginine protein 1; TLS-associa> 


0 


3486 


AF120475 


Mus musculus myelin-associated oligodendrocyte basic proteins 
MOBP170 and MOBP69 (Mobp) gene, exons 3 through 5 and 
complete cds, alternatively spliced 


0.0008 


3487 


U81676 


Unidentified eubacterium clone vadinBC27 16S ribosomal RNA gene, 
partial sequence 


0.31 


3488 


AL596023 


Human DNA sequence from clone RP1 1-142 J18 on chromosome X, 
complete sequence [Homo sapiens] 


0.016 


3489 


U67210 


Human clone HS2.16 Alu-Ya5 sequence 


0.056 
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3490 




Homo sapiens similar to ret finger protein 2; candidate tumor 

cimnrpscnr im/nlvpH in R-PT T fW cnnienO fLOPQ^IQ^ mUNA 


0 0000008 


3491 


at 040^68 


ri urn ail jl/in/\ sequence iroin cioue ovA«^D"Zjr i on ciu oiuosome 

Zxljl J.J 1-1 J.JO VAUlulIIlS a Uju, (AUIlplCLC aClJUCIlUC |T1UIUU SdpiCilSJ 


0 074 


3492 


X94755 


A.thaliana mRNA for SNFl-related ser/thr protein kinase (1852 bp) 


0.15 


3493 


AL392109 


xiuiiiaii i/fN/\ sequence irom cionc ivr i J~*t J^n / on ciuuiuuaunic in, 
complete sequence [Homo sapiens] 


1.8 


3494 


C*» "3/10*7 

o0o4y / 


iiiuiuinogioouiin epsnon cnain consuuu i cgiuii— - seci cicu luim \ j 
region/ inuiiiaii, ij ecu liiyciuuui u zoo, vjciiuuug, j*7o uij i 


3.2 


3495 


A10UZ I 


"P nnn;prn'rnc nana pnrnriino allrfllinp nVincnhatacp pvnn *) 


0.0009 


- 

3496 


AF213918 


x5ucnnera apnioicoia piasmiu p i rpcu isolate iviorzopb <uiLxuaiuwiic 
synthase component 1 (trpE) pseudogene, partial sequence 


0.004 


3497 


AiiUUo4yi 


otrepto coccus pyogenes xvii uad sixain or j /u, secuon zu 01 10/. 01 
uie complete genome i 


0.33 


3498 


Z73587 


S.cerevisiae chromosome XVI reading frame ORF YPL231w 


0.089 


3499 




u ATT in emipne rTYNJA FT T19Q7R fie rlnnp NT9RP9nn6121 
riomo sapiens cl/in/\ jti^j i^y /o no, uuuc iNi^ivrAUvujAi 


2E-62 


3500 


AF062039 


riomo sapiens lmegnn aipna-z suounii i gene, 1 1 \jr\-£-i 
allele, partial cds 


0.65 


3501 


Z7/y74 


n. sapiens now-sonea enromosome o runaui liagmcnL, o^op/\ji/iA 


0.036 


3502 




tl%imnfi nUnrnmnl nrA^Aifl C 1 A nana /V\THnl0iO ^/1C 

xiuman noosomai proiem oL*t gene, compieic cus 


0.54 


3503 


NM 023220 


Mus muscuius kuvdin cjl^ina zuiuiuovjui gene ^zu iuiuouuiiukj, 
mRNA 


LI 


3504 




XJ/M-nrt ronianc /%1r>ria THAT T 0 rrpn nmi CPnilPTll^P 

riomo sapiens cione z j*w-»j-(X gcnouuL scquciivc 


0.0004 


3505 


AT "2*Q^<Q 


Homo sapiens mRNA; cDNA DKFZp76201615 (from clone 

L/KrZvp/OzUlOljJ 


0.019 


3506 


XM 048768 


Homo sapiens tetratricopeptide repeat domain 3 (TTC3), mRNA 


0.00009 


3507 


ArU /4y?4 


riomo sapiens nui icngui inscn ci-'in/v inflow 


0.65 


3508 


NC 001338 


Sulfolobus virus 1, complete genome 


0.008 


3509 


U67502 


Methanococcus jannaschii section 44 of 150 of the complete genome 


0.21 


3510 


AYOojoZI 


ocnizosaccnaromyces pomoe xsyn-oinaing proiem dodi ^dodi; gene, 
complete cds 


0.19 


3511 


AF275842 


Plasmodium falciparum clone b.2 PfEMPl (var) mRNA, partial cds 


2 


3512 


AJ294714 


Pichia anomala leu2 gene for beta-isopropylmalate dehydrogenase 


0.19 


3513 


AL391240 


Human DNA sequence from clone RP3-397P18 on chromosome 6, 
complete sequence [Homo sapiens] 


3.4 


3514 


AE002304 


Chlamydia muridarum, section 35 of 85 of the complete genome 


1.8 


3515 


AF083830 


Homo sapiens dihydropyridine receptor alpha 2 subunit 
(CACNA2D1) gene, exon 14 


0.2 
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3516 


AE005222 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 46 
of 155 


1.7 


3517 


U04208 


Escherichia coli 9142-88 cytolethal distending toxin (cdtA, cdtB, and 
cdtC) genes, complete cds 


0.008 


3518 


Y07738 j 


M.musculus gene for vimentin 


0.65 


3519 


AF304091 


Sotalia fluviatilis alpla lactalbumin gene, partial cds 


2 


3520 


AF270356 


Staphylococcus epidermidis strain SRI clone step.4025c09 genomic 
sequence 


0.52 


3521 


AF017516 


Bombus pascuorum cytochrome b (cytb) gene, mitochondrial gene i 
encoding mitochondrial protein, partial cds 


1.8 


3523 


AF098919 


Gallus gallus alpha-globin gene domain 5' region 


2 


3524 


XM 047517 


Homo sapiens KruppeMike factor 4 (gut) (KLF4), mRNA 


1E-39 


3525 


NCJ)01626 


Petromyzon marinus mitochondrion, complete genome 


0,021 


3526 


AF246647 


Bemisia tabaci biotype Q 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


1.9 


3527 


AL391240 


Human DNA sequence from clone JRP3-397P18 on chromosome 6, 
complete sequence [Homo sapiens] 


3.1 


3528 


M32779 


AcNPV with an S.frugiperda insertion element IFP2,2 


1.9 | 


3529 


L44I21 


Homo sapiens (clone pHK2. ID) CMT1A gene, repeat unit 


6E-44 


3530 


U52350 


Arabidopsis thaliana GTP-binding protein (ARAC5) mRNA, 
complete cds 


0.007 


3531 


X80908 


L.esculentum gene for fruit ripening polygalacturonase 


0.65 


3532 


AF2672Q3 


Candidates Carsonelia ruddii natural-host Blastopsylla occidentals 
ATP synthase alpha subunit (atp A) gene, partial cds; ATP synthase 
gamma subunit (atpG) gene, complete cds; and ATP synthase beta 
subunit (arpD) gene, partial cds 


0.22 


3533 


AE001379 


Plasmodium falciparum chromosome 2, section 16 of 73 of the 
complete sequence 


0.25 


3534 


XM 034129 


Homo sapiens hypothetical protein DKFZp761J1523 
(DKFZp761J1523), mRNA 


6 


3535 


AE002304 


Chlamydia muridarum, section 35 of 85 of the complete genome 


1.8 


3536 


AK024082 


Homo sapiens cDNA FLJ 14020 fis, clone HEMBA1002508 


1.7 


3537 


U67547 


Methanococcus jannaschii section 89 of 150 of the complete genome 


0.22 


3538 


AF215629 


Crypteronia paniculata chloroplast rpll6 gene, intron sequence 


0.024 


3539 


X03853 


Pea chloroplast gene for ribulose 1,5-bisphosphate carboxylase (rbcl) 


0.008 


3540 


X85055 


B.taurus cosmid-derived microsatellite DNA (clone IDVGA-40) 


0.0009 


3541 


AK005508 


Mus musculus adult female placenta cDNA, RIKEN full-length 
enriched library, c!one:160002IC16, full insert sequence 


0.63 




Y16262 


Daucus carota mRNA for neutral invertase 


0.21 


3543 


AL513491 


Human DNA sequence from clone RP11-79A21 on chromosome X, 
complete sequence [Homo sapiens] 


0.56 


3544 


XM 036298 


Homo sapiens hypothetical gene supported by AL442095 
(LOC91124), mRNA 


0.02 


3545 


XM 049045 


Homo sapiens KIAA0118 protein (KIAA01 18), mRNA 


0.46 
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3546 


AY020760 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence 


5.4 


3547 


AF198037 


Mycoplasma pulmonis LipB (lipB) gene, complete cds; and VsaG 
(vsaG) and VsaE (vsaE) genes, partial cds 


0.008 




X62658 


E.faecalis plasmid pADl seal gene and orfy 


1.7 


3549 


AF083468 


Emericella nidulans putative zinc finger protein (flbC) gene, complete 
cds 


0.18 


j jjU 


AF315801 


Homo sapiens chromosome Y AHCP pseudogene, complete sequence 


1.9 


3551 


AC007042 


Homo sapiens clone RP11-399H17, complete sequence 


6 


3552 


AF198037 


Mycoplasma pulmonis LipB (lipB) gene, complete cds; and VsaG 
(vsaG) and VsaE (vsaE) genes, partial cds 


0.008 




AK025090 


Homo sapiens cDNA: FLJ21437 fis, clone COL04285 


0 




X76027 


KJactis APA2 gene for tetraphosphatase, QCR7 gene, bcl complex 
subunit VII 


0.4 




Z78713 


H.sapiens flow-sorted chromosome 6 Hindin fragment, SC6pA15All 


0.61 


3556 


U50357 


Streptococcus zooepidemicus zoocin A immunity factor (zif) and 
zoocin A endopeptidase (zooA) genes, complete cds 


0.13 


3557 


U93721 


Homo sapiens green cone photoreceptor pigment gene, 5 1 flanking 
region 


1.4 


o ceo 


AJ291489 


Paracentrorus Jividus mRNA for fibrosurfin (surfln2656 gene) 


3.7 


3559 


M13820 


Plasmid ColIb-p9 colicin lb structural and immunity genes, complete 
cds 


0.2 


3560 


Z54147 


Human DNA sequence from cosmid L129H7, Huntington's Disease 
Region, chromosome 4pl6.3 contains CpG island 


2 


3561 


AJ301616 


Homo sapiens DNC gene for deoxynucleotide carrier, exons 1-9 


0.17 


3562 


U29403 


Human immunodeficiency virus type 1 defective gag gene, clone 3-13, 
truncated cds 


0.63 


3563 


AF090118 


Plasmodium falciparum heat shock protein hspl04 (hspl04) gene, 
partial cds 


0.21 


3564 


Z22707 


S.scrofa spl IFN gene 


0.57 


3565 


AF090889 


Homo sapiens clone HQ0092 


0.62 


3566 


- 

XM 050705 


Homo sapiens GalNAc-4-sulfotransferase 2 (GALNAC4ST-2), mRNA 


0.15 


356 / 


XMJ)16611 


Homo sapiens similar to 8-oxoguanine DNA glycosylase (H. sapiens) 
(LOC93577), mRNA 


0.052 


356a 


Z35914 


S.cerevisiae chromosome II reading frame ORF YBR045c 


0.59 


556>» 


S69278 


CYPlA2=3-methylcholanthrene responsive gene [Oncorhynchus 
mykiss=rainbow trout, liver, Genomic, 5023 nt] 


1.5 


3570 


X56832 


Hsapiens EN03 gene for muscle specific enolase 


0.21 


3571 


XM_011264 


Homo sapiens KIAA0372 gene product (KIAA0372), mRNA 


0 


3572 


NM_022628 


Rattus norvegicus nephrin (Nphsl), mRNA 


0.017 


3573 


AJ299718 


Homo sapiens partial MASP2 gene, intron 7 


6E-33 


3574 


Z69651 


Human DNA sequence from cosmid L75B9, Huntington's Disease 
Region, chromosome 4pl6.3 


0.022 
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3575 


AF327739 


Streptococcus thermonhihis Pehl fnehO GlnO ^plnH^ resnnncp 
regulator Rrl frrl\ Hok2 flrok2^ YvcJ-like Drotein (xvcTi and MurM 
(murM) genes, complete cds 


0.59 


3576 


AC001656 


Drosophila melanogaster (PI DS00397 (D18)) DNA sequence, 
complete sequence 


0.068 


3577 


AF262620 


Periplaneta americana 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.2 


3578 


L08425 


Zea. mavs atixin-bindiner nrotein fabon f?ene exons 1-5 and comnlete 
cds 


0.64 


3579 


M97702 


Drosophila melanogaster glutathione S-transferase gene 


1.8 


3580 


AF268059 


f'anHidflt'iic /^ircnnplla mHdit nnfiiral-Iinct Arvtama ir^niofap T?NA 

\_a-ULUUalUo \-/*U ouilvHa iUUUIS iidl.UlcUU.U5l flljUmiil gvIWSlaw Xvl^f/T 

polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subunit (rpoC) genes, partial cds 


0.063 


3581 


U30149 


Fntamneha histolytica nvrnvale'ferredo3dn oxidorednciase fofol^ 
gene, complete cds 


1.9 


3582 


X88893 


C.jacchus intron 4 of visual pigment gene (green allele) 


0.00008 


3584 


AK000939 


Homo sapiens cDNA FLJ10077 fis, clone HEMBA100 1864 


0.19 . 


3585 


AL1 14356 


Rotrvtis cinerea strain T4 cDN A lihrarv under conditions of nitrogen 
deprivation 


5.6 


3586 


AF126992 


Owtronis hescpvi var ventnsa rhlnronlast fRNA-TjMi ftml..^ <*ene 

intron sequence 


0.21 


3587 


247046 


Human co^mid OLL2C9 from Xo28 


5.7 


3588 




l^aWlVwU^vUo lavUj duuop. latUd X±jl*tUJ oCOCIUIi o Ul AlO UA LUC 

cnmnlpte trMinmi* 


5.3 


3589 




Oryza sativa microsatellite MRG1246 containing (AT)X23, genomic 
cpnnence 


0.71 


3590 


AT 589705 


Human DNA sequence from clone RP11-64M7 on chromosome 6, 
rnmnlete sennence fTTomo saniensl 


0.069 


3591 


NM 010250 


Mus musculus garnrna-arninobutyric acid (GABA-A) receptor, subunit 
aloha 1 fGabral i mRNA 


3.8 


3592 


AC02474R 


Caenorhahditis eleizans cosmid Yl 10A2AR_ comnlete seouence 


0.017 


3593 


AJ002240 


Mus musculus minisatellite tandem repeat (MMS9) 


1.7 


3594 


AJ293574 


Rraccira nanus pene for nntative corf trosternid hindinj* nrotein and 

partial gene for hypothetical protein, cultivar N-o-9 


0.21 


3596 


AF324889 


Homo saniens mvosin nhosnhatase target subunit 2 flVfYPT2) gene 
exon 1 


0.22 


3597 


S62623 


IGF2~insulin-like growth factor 2 {clone PPAl, exon 9} [human, 
Genomic, 811nt] 


5.4 


3598 


Z22707 


S.scrofa spl IFN gene 


0.57 


3600 


AB030490 


Glycine max SG-05 gene for thiamin biosynthetic enzyme, complete 
cds 


0.023 


3602 


S69278 


CYPlA2=3*methylcholanthrene responsive gene [Oncorhynchus 
raykiss-rainbow trout, liver, Genomic, 5023 nt] 


1.7 - 


3603 


XM 029148 


Homo sapiens hypothetical protein BC004923 (LOC85865), mRNA 


0.002 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3604 


AJ002979 


L. concinnum chloroplast DNA for intergenic spacer between tRNA- 
Thr (UGU) and tRNA-Leu (UAA) 5'exon, collected from W. 
Pakawau, Cape Farewell, South Island, New Zealand 


0.067 , 


3605 


U36927 


Plasmodium yoelii rhoptry protein gene, complete cds 


0.2 


3606 


AKO21502 


Homo sapiens cDNA FLJ11440 fis, clone HEMBA1001319 


0.00001 


3607 


AB033604 


Capra hircus Hsp70-3 gene for 70 kDa heat shock protein, complete 
cds 


0.18 


3608 


M81651 


Human semenogelin II (SEMGII) gene, complete cds 


1.8 


3609 


AB054512 


Berardius bairdii DNA, SINE flanking sequence Tuti35 locus 


0.49 


3610 


AF057740 


Homo sapiens 17-beta-hydroxysteroid dehydrogenase IV (HSD17B4) 
gene, exon 24 and complete cds 


0.018 


3611 


AJ295158 


Homo sapiens gene for thymosin beta-4 


1E-48 


3612 


X79402 


B.taurus mRNA for plasminogen 


0.21 


3613- 


NCJM807 


Human mitochondrion, complete genome 


3E-20 


3614 


X92204 


P.hybrida NAM gene 


0.049 


3616 


AB032016 


Homo sapiens PDNP1 gene for phosphodiesterase I/nucleotide 
pyrophosphatase 1, 5' flanking region and partial cds 


0.009 


3617 


AF339159 


Macropus rufogriseus mannose-6-phosphate/insulin-like growth factor 
II receptor (m6p/ig£2r) mRNA, partial cds 


0.47 


3618 


AB025285 


Homo sapiens c-ERBB-2 gene, exons l' f T, 3\ 4' 


0.0000001 


3619 


AJ002550 


Homo sapiens MMP-1 gene, promoter region 


3.8 


3620 


AB004856 


Buchnera aphidicola mRNA for homoserine kinase, partial cds 


0.79 


3621 


AB010426 


Phytoplasma sp. gene for AL1 like protein, complete cds 


1.8 


3622 


L36903 


Saccharomyces cerevisiae mitochondrion 21S ribosomal RNA (21S 
rRNA) gene, 21S R2 ribosomal RNA (21S R2 rRNA) gene, and ORF 
RI 


0.022 


3623 


AF267642 


Filobasidiella neoformans var. neoformans Myo2p-like protein gene 


0.49 


3624 


XMJH4499 


Homo sapiens KIAA0484 protein (KIAA0484), mRNA 


0.0001 


3625 


L04550 


Homo sapiens DNA fragment 


2.6 


3626 


AF210054 


Homo sapiens bone morphogenetic protein 7 (BMP7) gene, promoter 
region and partial cds 


2.5 


3627 


AL591505 


Human DNA sequence from clone RP1 1-67112 on chromosome X, * 
complete sequence [Homo sapiens] 


0.001 


3628 


AL049969 


Homo sapiens mRNA; cDNA DKFZp564A072 (from clone 
DKFZp564A072) 


0.35 


3629 


AB055284 


Macaca fascicularis brain cDNA, clone:QflA-l 1654 


0.15 


3630 


AF304448 


Homo sapiens vitamin D receptor-interacting protein complex 
component DRIP150 (DRIP150) mRNA, complete cds 


1.3 


3631 


AL133157 


S.pombe chromosome I cosmid clB2 


0.6 


3632 


AC002475 


Homo sapiens Chromosome 22qll.2 PCR Product dgcr-gapl In 
DGCR Region, complete sequence 


0.005 


3633 


AK003943 


Mus musculus 18 days embryo cDNA, R3KEN full-length enriched 
library, clone: 1110028F11, foil insert sequence 


4E-18 


3634 


S78712 


hemolin=48 kda C2-type immunoglobulin-like protein [Hyalophora 
cecropia=giant silkmoths, Genomic, 6622 nt] 


3.5 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3635 


AK023897 


Homo sapiens cDNA FLJ13835 fis, clone THYRO1000712 


2E-98 


3636 


X55978 


T. brucei ESAG 8 gene for a leucine-rich repeat family protein 


0.14 


3637 


XM 031534 


Homo sapiens similar to uterine protein (M. musculus) (LOC90410), 
mRNA 


5E-47 


3638 


AF044287 


Drosophila melanogaster delta adaptin subunit of AP-3 (garnet) gene, 
complete cds 


0.004 


3639 


AB060917 


Macaca fascicularis brain cDNA clone:QtrA-14684, full insert 
sequence 


1.1 


3640 


AK008522 


Mus musculus adult male small intestine cDNA, RIKEN full-length 
enriched library, clone:2010305C02, full insert sequence 


0.41 


3641 


NM 031340 


Rattus norvegicus timeless (Drosophila) homolog (Timeless), mRNA 


0.18 


3642 


AF334544 


Homo sapiens chromosome Y landmark: proximal chromosome 1 
translocation boundary distal to AZFc region 


0.19 


3643 


XM 033642 


Homo sapiens nucleophosmin (nucleolar phosphoprotein B23, 
numatrin) (NPM1), mRNA 


1E-66 


3645 


AE001462 


Helicobacter nvlori strain J99 section 23 of 132 of the comnlete 
genome 


1.3 


3646 


L81761 


Homo ^aniens f subclone 6 clO from PI H171 DNA sentience, 
complete sequence 


4E-12 


3647 


AJ271348 ! 


Homo sapiens partial DRD3 gene for dopamine D3 receptor, exon 1 


0.19 


3648 


U58991 


Simian immunodeficiency vims from African ereen monkev tantalus 
species (SlVtan) proviral DNA, complete genome 


0.16 


3649 


NM 014601 


Homo sapiens EH-domain containing 2 (EHD2), mRNA 


0.087 


3650 


NM 032717 


Homo sapiens hypothetical protein MGC11324 (MGC11324), mRNA 


0.62 


3651 


XM 004462 


Homo sapiens signal sequence receptor, alpha (translocon-associated 
protein alpha) (SSR1), mRNA 


0.79 


3652 


AY016336 


Phragmites australis rpl36-rps8 intergenic spacer, chloroplast 
sequence 


0.69 


3653 


Z63374 


H. sapiens CpG island DNA genomic Msel fragment, clone 82b3, ^ 
forward read cpg82b3.ftla 


0.22 


3654 


U10927 


Staphylococcus aureus M type 1 capsular polysaccharide biosynthesis 
(capA, capB, capC, capD, capE, capF, capG, capH, capl, capJ, capK, 
capL, capM) genes, complete cds 


0.026 


3655 


AE007446 


Streptococcus pneumoniae section 129 of 194 of the complete genome 


0.i8 


3656 


BC006035 


Mus musculus, clone IMAGE.3492938, mRNA, partial cds 


5.3 


3657 


AF352740 


Oncorhynchus mykiss clone OMM1055 microsatellite sequence 


2.1 


3658 


NM 032141 


Homo sapiens hypothetical protein DKFZp434K1421 
(DKFZP434K1421), mRNA 


0 


3659 


AF275231 


Phloeomyzus passerinii 12S small subunit ribosomal RNA gene, 
partial sequence; tRNA-Val gene, complete sequence; and 16S large 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes 
for mitochondrial products 


0.077 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ALCnbaN 


DESCRIP 


P VALUE 


3660 


AF0 17646 


Schizosaccharomyces pombe TFIIH subunit p47 <tfh47) gene, 
complete cds 


0.72 


3661 


AF200526 


Zea mays cellulose synthase-2 (CesA-2) mRNA, complete cds 


2.2 


3662 


AJ297654 


Sus scrofa AACT2 gene for alpha-l-antichymotrypsin 2, exons 1-5 


0.74 


3663 


XM018189 


Homo sapiens hypothetical protein FU13949 (FLJ13949), mRNA 


0.74 


3664 


ACUU4U47 


xyieiia tasuaiosa 9a5c, section 193 of 229 of the complete genome 


2.2 


3665 


XM 003012 


Homo sapiens EphB 1 (EPHB1), mRNA 


6.9 ! 


- 

3666 


AF083240 


Shewanella putrefaciens multi-cytochrome gene cluster, complete 
sequence; ferrous iron transporter (feoB), deca-heme c-type 
cytochrome (mtrC), c-type cytochrome precursor (mtrA), and outer 
membrane protein precursor (mtrB) genes, complete cds 


0.085 


3667 


AF1 00304 


Caenorhabditis elegans cosmid W07B3, complete sequence 


0.74 


3668 


AP001348 


Homo sapiens genomic DNA, chromosome 21q21.1-q21.2 
clone:£39G8, LL56-APP region, complete sequence 


v. 

! 2E-18 


3669 


AB005039 


Altemaria alternata MAT2 gene, complete cds 


6.4 


3670 


NM_009181 


Mus musculus sialyltransferase 8 (alpha-2, 8-sialytransferase) B 
(Siat8b), mRNA 


0.22 


3671 


AB045894 


Nepenthes alata NaAP4 mRNA for aspartic proteinase 4, complete cds 


7 


3672 


M74944 


Simian immunodeficiency virus (32H Re-isolate of SIVmac 251, clone 
W9) env gene, complete cds 


0.25 


j\j i j 


AF288211 


Danio rerio Nkx5-1 mRNA, complete cds 


0.072 


3674 


AC006753 


Caenorhabditis elegans cosmid Y40A1A, complete sequence 


0.02 


3675 


S53497 


immunoglobulin epsilon chain constant region=secreted form {3' 
region} [human, B cell myeloma U-266, Genomic, 3198 nt] 


6,8 


3676 


AL5 12305 


Human DNA sequence from clone RP1 1-85E24 on chromosome 6, 
complete sequence [Homo sapiens] 


0.009 


3677 


AF207862 


Bos taurus bradykimn receptor B2 (BDKRB2) gene, promoter 


5.8 


3678 


AF269417 


Staphylococcus epidermidis strain SRI clone step.l003e03 genomic 
sequence 


5.1 


3679 


X53232 


Rat mRNA for preoptic regulatory factor-2 (PORF-2) 


2 


3680 


AB005039 


Alternaria alternata MAT2 gene, complete cds 


6.5 


3681 




Drosophila melanogaster genomic scaffold 142000013385369, 
vuxiipicic sequence 


1 0 

1.7 


3682 


U19744 


Caenorhabditis elegans integrin beta pat-3 gene, complete cds 


0.083 | 


3683 


XM 010829 


Homo sapiens potassium channel, subfamily K, member 3 (TASK-1) 
(KCNK3), mRNA 


0.25 


3684 


AF065853 


Homo sapiens OR7E1 IP pseudogene, partial sequence 


0.077 


3685 


AF325859 


Choristoneura fumiferana antifreeze protein (AFP-Lul) gene, 
complete cds 


2.3 


3686 


XM 017134 


Homo sapiens breast cancer 2, early onset (BRCA2), mRNA 


0.23 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRff 


P VALUE 


JUO f 


AE002139 


Ureaplasma wealyticum section 40 of 59 of the complete genome 


0.17 




J00241 


Human Ig germline kappa-L chain, C region (inv3 allele) 


0.22 




U23855 


Bos taurus von Willebrand factor gene, 5' flanking region and exon 1 


0.78 


3690 


AK015465 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, done:4930455H04, full insert sequence 


6.2 . 


30V1 


XM 042056 


Homo sapiens LOC86123 (LOC86123), mRNA 


2 




AL137458 


Homo sapiens mRNA; cDNA DKFZp434E2221 (from clone 
DKFZp434E2221) 


0.086 


3693 


Z81079 


Caenorhabditis elegans cosmid F39H11, complete sequence 


2 


30V4 


AF142998 


Pteronotus pamellii NADH dehydrogenase subunit 1 (ND1) gene, 
partial cds; mitochondrial gene for mitochondrial product 


0.69 


3oiO 


AK012282 


Mus musculus 1 1 days embryo cDNA, RIKEN full-length enriched 
library, clone:2700023I24, full insert sequence 


0.75 


3696 


AB032937 


Cucumis sativus CS-ACS1 gene for 1-arninocyclopropane-l- 
carboxylate synthase, complete cds 


1.5 


30V I 


M92295 


Gorilla gorilla gamma-1 and gamma-2 globin genes, complete cds 


0.029 


3t>yo 


AF034085 


Caenorhabditis elegans UNC-45 (unc-45) gene, complete cds 


0.0001 


3oyy 


AB048996 


Macaca fascicularis brain cDNA, clone:QnpA-14055 


0.25 


3700 


AK024527 


Homo sapiens cDNA: FLJ20874 fis, clone ADKA02818 


0.000001 


3701 


AK0 14489 


Mus musculus 14 days embryo liver cDNA, RIKEN full-length 
enriched library, clone:4432412D04, full insert sequence 


4.3 


3 /Uz 


NM 022599 


Rattus norvegicus outer membrane protein (Omp25), mRNA 


1E-14 


3703 


AF177242 


Bodo saltans clone pBME40 mitocondrial minicircle DNA 


0.021 


3/1/4 


AF183329 


Homo sapiens clone NIGMS NA10926D chromosome 10 paralogous 
sequence variant, genomic sequence 


5E-61 


3 /Uo 


AF374728 


Saxifragella bicuspidata maturase K (matK) gene, partial cds; 
chloroplast gene for chloroplast product 


0.65 


3 /U f 


AK010113 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, done:23I0068JI6, full insert sequence 


5E-29 


3708 


XM_045657 


Homo sapiens McKusick-Kaufman syndrome (MKKS), mRNA 


1.8 


3709 


AJ223690 


H.sapiens D2-l-K2G7np gene for immunoglobulin kappa chain 
variable region 


0.026 


37 1U 


XM_O08389 


Homo sapiens Clq-related factor (CRF), mRNA 


0.026 


3/11 


AF200526 


Zea mays cellulose synthase-2 (CesA-2) mRNA, complete cds 


2.3 


3/12 


AE000049 


Mycoplasma pneumoniae M129 section 31 of 63 of the complete 
genome 


0.68 


3713 


XM_002495 


Homo sapiens cyclic nucleotide gated channel alpha 3 (CNGA3), 
mRNA 


2.1 


3714 


AF322106 


Oncorhynchus mykiss lysozyme II precursor, gene, complete cds 


0.7 


3715 


AK002007 


Homo sapiens cDNA FLJ11 145 fis, clone PLACE1006626, highly 
similar to Homo sapiens mRNA for KIAA0928 protein 


0.029 


3716 


Z73978 


Caenorhabditis elegans cosmid ZC302, complete sequence 


0.23 


3717 


NM 023979 


Rattus norvegicus apoptonc protease activating factor 1 (Apafl), 
mRNA 


0.52 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 






P VAT TTP 
r VALUE 


3718 


AF335504 


uryza sauva nemogiooin l (noi;, nemogiooin j \"Oj) 9 ana 
hemoglobin 4 (hb4) genes, complete cds 


0.077 


3719 


BC006943 


Mus muscuius, similar to KiKbN cUNA 3z3U4UiNU3 gene, clone 
MGC:6906 1MAGE;2655807, rrtRNA, complete cds 


2 


3720 


AK007159 


Mus muscuius adult male testis cDNA, RlKfcN ruii-iengtn enriched 
library, clone: 1700110101, full insert sequence 


6 


3721 


ArU33002 


Cerebratulus lacteus body wall globin gene, complete cds 


u.u/o 


3722 


X95276 


P.falcipanim complete gene map of plastid-like DNA (IR-B) 


0.2 


3723 


XM 012629 


Homo sapiens DEAD/H (Asp-Glu-AIa-Asp/His) box polypeptide 8 
(RNA helicase) (DDX8), mRNA 


1.4 


3724 


XM 042643 


Homo sapiens hypothetical protein DKFZp434Ul3l 
(DKFZP434G13 1), mRNA 


0.69 


3725 


AF145640 


Drosophila melanogaster clone GH07346 BcDNA.GH07346 
(BcDNA.GH07346) mRNA, complete cds 


7 3 




X58823 


Bovine COX7cPl retroposed pseudogene for cytochrome c oxidase 
subunit VIIc 


0.21 


3727 


XM 052301 


Homo sapiens hypothetical protein MGC3199 (MGC3199), mRNA 


6E-25 


3728 


U00176 


Dictyostehum mucoroides DMUC2 clone p288m2 Gl-hke and G5- 
like ORFs* proteins, complete cds 


U.UUUUV 




AJ132901 


Drosophila guanche mitochondrial A+T-rich region 


A All 




AL583762 


Human chromosome 14 DNA sequence Partial sequence from BAC R- 
1109N18JPCR1 of library RPCI-11 from chromosome 14 of Homo 
sapiens (Human), complete sequence 


7P7 IS 




AK021083 


Mus muscuius adult male corpus striatum cDNA, RIKEN fuu-lengtn 
enriched library, clone:C030015A19, full insert sequence 


1.5 




XM 001934 


Homo sapiens rKU052V protein (rKUU oiy), hikjna 


1 4 


3733 


AJ235836 


Labordia tinifolia chloroplast ndhF gene 


2.2 


3734 


M81855 


Rat mdr mRNA sequence 


1 0 


3735 


NM_031649 


Rattus norvegicus killer cell lectin-like receptor subfamily G, member 
1 (Klrgl), mRNA 


4 0 


J> / JO 


Z78014 


Caenorhabditis elegans cosmid F42E8, complete sequence 




3737 


XM_045320 


Homo sapiens chondroitin sulfate proteoglycan 6 (bamacan) (CSPG6), 
mRNA 


A AAA^ 


373R 

J / JO 


AF288788 


Staphylococcus aureus rot-like protein Rip (rip) gene, complete cds 


A 4 


3739 


D16417 


Dictyostelium discoideum mRNA 


A AAR 


3740 


XI 5465 


Hamster SPC14 LINE LI reoeat DNA 


0.000003 


374.1 


Y14544 


Danio rerio mRNA for Hoxc8 protein 


0.014 


3742 


M13897 


Rattus norvegicus thyrotropin beta subunit (TSH-beta) gene, complete 
cds, clones RP100-14 and RP21 


3.5 


3743 


AE001390 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 
complete sequence 


0.018 


3744 


XM_035389 


Homo sapiens ribosomal protein, large, PI (RPLP1), mRNA 


9E-36 


3745 


XMJ)07409 


Homo sapiens alkylation repair; alkB homolog (ABH), mRNA 


0.057 
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SEQID 
NO 


ACCESSN 


• DESCRIP 


P VALUE 


3746 


AE007425 


Streptococcus pneumoniae section 108 of 194 of the complete genome 


0.15 


3747 


Z38113 


S.cerevisiae chromosome IX lambda clone 4554 


4.9 


3749 


X80491 


S.latifolia SLM4 mRNA 


0.02 


3750 


XM 035466 


Homo sapiens hBKLF for basic kruppel like factor (LOC51274), 
mRNA 


2E-35 


3751 


Z75957 


Human DNA sequence from cosmid U203H4, between markers 
DXS366 and DXS87 on chromosome X 


0.000001 


3752 


AE000800 


Methanobacterium thermoautotrophicum from bases 58271 to 68710 
(section 6 of 148) of the complete genome 


0.19 


3754 


AJ409501 


Mus musculus RNA binding site for Dazl protein, clone gflO 


0.73 


3755 


AJ243829 


Oryza sativa RPA gene for protein phosphatase 2A A subunit, exons 1 
12 


3E-25 


3756* 


AK026692 


Homo sapiens cDNA: FLJ23039 fis, clone LNG02242 


0.022 


3757 


S81000 


«[ microsatellite regions} [Cryptococcus neofonnans=pathogenic yeast, 
var. gattii, serotype B, UCLA 371-B, human isolate, Genomic, 283 nt] 


0.94 


3758 


AF252420 


Bos taurus clone MNB-5 microsatellite sequence 


0.074 


3759 


AF338734 


Homo sapiens hypothetical PHD zinc finger protein XAP135 
pseudogene, complete sequence 


2.1 


3760 


AJ401038 


Human immunodeficiency virus type 1 proviral gpl60 gene for 
envelope protein, strain 97DC.KFE267 


0.79 


3761 


NC 002087 


Plasmid pRL765, complete sequence 


0.71 [ 


3762 


AE004161 


Vibrio cholerae chromosome I, section 69 of 251 of the complete 
chromosome 


1.9 


3763 


754.^49 


Rsapiens MN/CA9 GENE 


0.56 


3764 




HIV-1 isolate CM53658 from Cameroon envelope glycoprotein (env) 
opne TMiTtial cds 


1.8 


3765 


A Yf)9 1197 


Orvza sativa microsatellite MRG3452 containing (TA)X19, genomic 

cwinencfi 


1.9 


3766 


AK021485 


Homo sapiens cDNA FLJ1 1423 fis, clone HEMBA1001024 


3.4 


3767 


AF269468 


^tanVivlncnrcii«; enidermidis strain SRI clone steo. 1005a02 genomic 
sequence 


0.69 


3768 


AF229080 


Rattus norvegicus glucagon receptor gene, promoter and partial cds 


0.71 


3769 


X04384 


Sea urchin (L.pictus) gene for testis specific histone H2B-2 


0.23 


3770 


Z36061 


S.cerevisiae chromosome II reading frame ORF YBR192w 


0.087 


3771 


AB038488 


Halimeda discoidea chloroplast rbcL gene for ribulose-1,5- 
bisphosphate carboxylase/oxygenase large subunit, partial cds 


0.25 


3772 


XM 003759 


Homo sapiens leukocyte cell-derived chemotaxin 2 (LECT2), mRNA 


0.000001 


3773 


AF122979 


Tridacna maxima 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.076 


3774 


L44120 


Homo sapiens (clone pHK1.5D) CMT1 A gene, primer binding site 


5E-39 
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SEQID 
NO 
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DESCRIP 


P VALUE 


3775 


AC008855 


Homo sapiens chromosome 5 clone CTD-2178M23, complete 
sequence 


0.73 


3776 


AF267225 


Candidates Carsonella ruddii natural-host Tainaiys sordida ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


1 

0.024 


3777 


U67231 


Human clone HS4.74 Alu-Ya5 sequence 


2E-11 


3778 


XM 038985 


Homo sapiens similar to HYPOTHETICAL PROTEIN KIAA0379 (H. 
sapiens) (LOC91526), mRNA 


0.13 


3779 


X71625 


H.sapiens dinucleotide repeat polymorphism cA14 i 


0.057 


3780 


BC007480 


Mus musculus, clone MGC7570 IMAGE:3493227, mRNA, complete 
cds 


0.59 


3781 


U60153 


Human immunodeficiency virus type 1 isolate ED4-77, clone 12, from 
USA, envelope glycoprotein (env) gene, partial cds 


0.013 


3782 


XM_050963 


Homo sapiens hypothetical protein DKFZp56401664 
(DKFZP56401664), mRNA 


0 


3783 


AC024236 


Homo sapiens BAC clone RP1 1-400117 from Y, complete sequence 


0.0001 


3784 


M17627 


Chicken alpha- A-crystallin gene, complete cds and 5' flank 


0.077 


3785 


NM 031557 


Rattus norvegicus Prostaglandin 12 (prostacyclin) synthase (Ptgis), 
mRNA 


5.8 


3786 


Z79647 


B.thayeri mitochondrial 16S rRNA gene 


0.23 


3787 


AF032386 


Nicotiana tabacura aldose- 1-epimerase-Iike protein (GP40) mRNA, 
complete cds 


0.077 


3788 


X89568 


P.sativum mRNA for HMGI/Y protein 


5.8 


3789 


Z71180 


Caenorhabditis elegans cosmid F22E12, complete sequence 


0.24 


3790 


AJ239079 


Tetrahymena pyriformis partial gc4 gene for guanylyi cyclase, isoform 
4 


0.79 


3791 


AF3 10890 


Dictyostelium discoideum PcmA (pcmA) and RacE (racE) genes, 
complete cds; tRNA-Phe gene, complete sequence; and unknown gene 


0.00003 


3792 


L22300 


Chilo iridescent virus type 6 zinc finger protein and non-histone 
chromosomal high mobility group protein homolog genes, complete 
cds 


0.021 . 


3793 


AF155054 


Rickettsia slovaca protein PS 120 (D) gene, partial cds 


0.47 


3794 


X59799 


M.musculus S-antigen gene promoter region 


0.2 


3795 


AF330221 


Oncorhynchus keta clone Oke4 microsatellite sequence 


0.56 


3796 


XM 043227 


Homo sapiens similar to proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 13 (H. sapiens) (LOC92153), mRNA 


6 


man 


D17668 


Clostridium septicum gene for alpha-toxin, complete cds 


0.39 


3798 


AF165135 


Mycoplasma mycoides mycoides SC strain Afade hypothetical proline 
rich glycoprotein, hypothetical surface-located membrane protein, 
lipoprotein B precursor (lppB), and hypothetical ABC transporter 
protein genes, complete cds; hypothetical ABC transport 


1.5 
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T> WAT TTT7 

r VALUE 


3799 




Kiiagigaster sp. null loo nDosomai kin a gene, paruai sequence; 
nuiocijunandi gene ior jiuiucnoncinai pruouci 


U.UDo 


3800 


NM 024379 


Rattus norvegicus glutamate receptor delta-2 subunit (Grid2), raRNA 


1.5 


3801 




L/rosopniia meianogasier iransposon cruiser, complete sequence 


5 A 

J.I 


3803 


A "T5 1 « 1 iCn 

AJjIMoU 


Xenopus tropicalis BMP-2 gene for bone morphogenetic protein 2 


n *>a 


3804 




risum sativum 10x1 .rs. / gene ior lipoxygenase, exons i"o 


rt (V7Q 


3805 


Z82768 


R.prowazekii genomic DNA fragment (clone A810F) 


1.5 


3806 


NM_U137oU 


Mus musculus neuronal PAS domain protein 3 (Npas3), mRNA 




3807 


U56088 


Human periodic tryptophan protein 2 (PWP2) gene, exons 3 to 14 




3808 


D88987 


Mus musculus Ampd3 gene, exon 4 


0.18 


3809- 


r~~i r\ s C\f\ 

Z72680 


S.cerevisiae chromosome VII reading trame URr YuLlSow 


(\ *7*i 
U. li 


3810 


M17988 


Spiroplasma virus 4 (SpV4) replicative form, complete genome 






XM 039684 


Homo sapiens putative G-protein coupled receptor (SH120), mRNA 


A 1*7 
U.l / 


3812 


XM 039684 


Homo sapiens putative G-protein coupled receptor (SHI 20), mRNA 




3813 


X60735 


S.murinus Dq52 gene and immunoglobulin heavy chain S region gene 
loci 


1 A 


3814 


XM 045862' 


Homo sapiens ring finger protein 10 (RNF10), mRNA 


5E-14 


3815 


AB005521 


Homo sapiens ppar garnma gene for peroxisome proliferator activated- 
receptor gamma, exon 1 


1.6 


3816 


AF271964 


Bos taurus microsatellite MNB-162 sequence 




3817 


AF274307 


Zaocys dhumnades creatine kinase mRNA, complete cds 


O.l 


3818 


BC010716 


Mus musculus, clone MGC:6551 lMAuE:2655ool, mKJNA, complete 
cds 




3819 


AE004219 


Vibrio cholerae chromosome I, section 127 of 251 of the complete 
chromosome 


5.7 


3820 


AB060193 


Macaca fascicularis brain cDNA clone:QccE-22277, full insert 
sequence 


1 0 

1.2* 


3821 


AY007106 


Homo sapiens clone TCCCIA00427 mRNA sequence 


3E-45 


3822 


X02801 


Mouse gene for glial fibrillary acidic protein (GFAP) 


U.Uo 


3824 


AJ234506 


Hordeum vulgare genomic DNA fragment, clone MWG0561.uni 


2,1 


3825 


AK019864 


Mus musculus 1 1 days pregnant adult female ovary and uterus cDNA, 
RTKFN fiill-leneth enriched library done*5031405K23. full insert 
sequence 


1.8 


3826 


AK023304 


Homo sapiens cDNA FLJ13242 fis, clone OVARC1000578 


6.5 


3827 


AB062056 


Homo sapiens p53DINPl gene for p53DINPla, p53DINPlb, complete 
cds, alternative splicing 


0.055 


3828 


AF379858 


Dendrocerus carpenteri 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.07 


3829 


X05621 


Chironomus pallidivittatus BR1 gene for giant secretory protein 


0.077 
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SEQID 
NO 
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P VALUE 


3830 


AT71 AQQ/f 1 

ArlUoo41 


Homo sapiens human endogenous retrovirus HERV-H10 pol protein 
(pol) gene, partial cds; env pseudogene and 3* LTR, complete 
sequence 


0.009 


3831 


AF309030 


Ixodes scapulans haplotype SSCP NC2_29 16S nbosomal RNA gene, 
partial sequence; mitochondrial gene for mitochondrial product 


0.21 


3832 


AF268055 


Candidatus Carsonella ruddii natural-host Glycaspis brimblecombei 
RNA polymerase beta suburut (rpoB) and RNA polymerase beta-pnme 
subunit (rpoC) genes, partial cds 


0.0007 


3833 


AY021307 


Oryza sativa microsatelhte MRG3632 contairung (TA)X23, genomic 
sequence 


0.009 


3834 


XM 034551 


Homo sapiens dual-specificity tyrosine-(Y)-phosphorylation regulated 
kinase 4 (DYRK4), mRNA 


0.00003 


3835 


AK001647 


Homo sapiens cDNA FLJ10785 fis, clone NT2RP4000457, weakly 
similar to UBIQUITTN CARBOXYL-TERMINAL HYDROLASE 15 
(EC 3.1.2.15) 


0 


3836 


XM 043492 


Homo sapiens 42259 (K1AA1728), mRNA 


5E-19 


3837 


U22345 


Human chromosome 20ql2 locus-specific repeat 


0.003 


3838 


J05535 


Bovine vascular smooth muscle connexin43 mRNA, complete cds 


0.18 


jo j y 


AF290221 


Cucumis sativus clone B80F mitochondrial genomic sequence 


0.065 


3840 


NM_010059 


Mus musculus disrupted meiotic cDNA 1 homolog (Dmclh), mRNA 


5.3 


3841 


NM 017681 


Homo sapiens hypothetical protein FLJ20130 (FLJ20130), mRNA 


2 


3842 


AE002114 


Ureaplasma urealyticum section 15 of 59 of the complete genome 1 


1.9 


3843 


AK022372 


Homo sapiens cDNA HJ12310 fis, clone MAMMA1001970 


0.019 


3844 


U33633 


Rice ragged stunt virus minor structural protein gene, complete cds 


0.21 


3845 


AB062993 


Macaca fascicularis brain cDNA clone:QmoA-10825, full insert 
sequence . 


4E-40 


3846 


AJ251485 


Gonlla gonlla partial lmp7 gene for large multifunctional protease 7, 
exon 7 and tap2 gene for antigen peptide transporter 2, exons 1-6 


0.71 


3847 


apoooias 


Homo sapiens genomic DNA, chromosome 21q21.2, LL56-APP 
region, cionc X5z^2'ii^i i f-i\.*fr4rj, scgiuciu iu/iv, wjihjjicic bdjuciiwc 


v.UO 


3848 


XM 046052 


Homo sapiens similar to nbosomal protein S3 A (H. sapiens) 
(LOC65465), mRNA 


0.017 


3849 


XM 012036 


Homo sapiens potassium inwardly-rectifying channel, subfamily J, 
member 5 (KCNJ5), mRNA 


5 


3850 


AB035883 


Pseudoregma bambucicola mitochondrial genes for small subunit 
rRNA, tRNA-Val, large subunit rRNA, partial and complete 
sequences, country:Taiwan:Sun Moon Lake 


0.077 


3851 


AB037688 


Xenopus laevis Xptch-2 mRNA for patched-2, complete cds 


1.8 
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SEQID 
NO 
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P VALUE 


3852 


AB041264 


Mus musculus pseudogene for GTP-binding protein betal subunit 


0.53 


3853 


AF288170 


Plasmodium falciparum isolate MM cytoadherence linked asexual 
protein (clag9) mRNA, partial cds 


0.083 


3854 


AF304321 


Neospora caninum RNA polymerase CI (rpoCl) gene, partial 
sequence, plastid gene for piastid product 


0.002 


3855 


AF133181 


Peziza varia 18S ribosomal RNA gene, and internal transcribed spacer 
1, partial sequence 


2.1 


3856 


NM 012694 


Rattus norvegicus Solute carrier family 6 (neurotransmitter 
transporter, dopamine), member 3 (SIc6a3), mRNA 


0.56 


3857 


NM_030261 


Mus musculus hypothetical protein MGC7182 (MGC7182), mRNA 


6E-36 


3858 


AF231164 


Pseudosymblepharis schimperiana tRNA-Leu, partial sequence; trnL- 
trnF intergenic spacer, complete sequence; and tRNA-Phe, partial 
sequence; chloroplast genes for chloroplast products 


0.059 


3859 


Z36070 


S.cerevisiae chromosome II reading frame ORF YBR201w 


0.064 


3860 


Z24279 


H. sapiens (D1S489) DNA segment containing (CA) repeat; clone 
AFM309ve9; single read 


0.2 


3861 


XMJB6937 


Homo sapiens KIAA1020 protein (KIAA1020), mRNA 


2,1 


3862 


AB033019 


Homo sapiens mRNA for KJAA1193 protein, partial cds 


1,6 


3864 


XMJB0075 


Homo sapiens hypothetical protein DKFZp434D0513 
(DKFZp434D0513), mRNA 


2E-74 


3865 


NM 023979 


Rattus norvegicus apoptotic protease activating factor 1 (Apafl), 
mRNA 


0.59 


3866 


U50715 


Mus musculus alpha-galactosidase A gene, complete cds 


0.008 


3867 


AF078780 


Caenorhabditis elegans cosmid C04F2 


1.7 


3869 


L07305 


Histoplasma capsulatum (clone pMS3) H-ATPase gene, complete cds 


0.46 


3870 


XM 035796 


Homo sapiens hypothetical gene supported by AF00 1893; AH005586 
(LOC9 1063), mRNA 


1.7 


3871 


NM_025788 


Mus musculus RIKEN cDNA 49305 1 1NI3 gene (49305 1 lN13Rik), 
mRNA 


5.4 


3872 


AF339787 


Homo sapiens clone IMAGE:205688, mRNA sequence 


2 


3873 


AF028784 


Rattus norvegicus glial fibrillary acidic proteins alpha and delta 
(GFAP) gene, alternatively spliced products, complete cds 


0.005 


3874 


AF328904 


Mus musculus lysyl-tRNA synthetase (Kars) gene, exon 14, complete 
cds; adenosine deaminase tRNA-specific 1 (Adatl) gene, exons EA, 1 
and partial cds 


0.22 


3875 


AF033647 


Rhytidiadelphus triquetrus 23S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 2, 4.5S ribosomal RNA gene, 
internal transcribed spacer 3, and 5S ribosomal RNA gene, complete 
sequence, chloroplast genes for chloroplast RNAs 


2 


3876 


BC006035 


Mus musculus, clone IMAGE:3492938, mRNA, partial cds 


5.6 


3877 


AF311856 


Homo sapiens spectrin beta IV (SPTBN3) mRNA, complete cds, 
alternatively spliced 


0.5 


3878 


AB041327 


Anguilla japonica GnRH receptor mRNA for gonadotropin-releasing 
hormone receptor, complete cds 


0.24 
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P VALUE 


3879 


AF220175 


Homo sapiens acid ceramidase (ASAH) gene, exons 5 through 14, and 
complete cds 


0.0009 


3880 


X89398 


Ksapiens ung gene for uracil DNA-glycosylase 


0.002 


3881 


L14017 


Staphylococcus aureus methicillin-resistance protein (mecR) gene and 
unknown ORF, complete cds 


0.56 


3882 


M97008 


Xenopus laevis/gilli hybrid IgM chain gene, clone LG7Gmu 


0.007 


3883 


Z78414 


Caenorhabditis elegans cosmid W09D12, complete sequence 


0.63 


3884 


AL5 12549 


S.pombe chromosome I BAC pB2B4 


1.9 


3885 


AB030616 


Mus mus cuius Chetk-alpha gene for choline/ethanolamine kinase- 
alpha, exon 1 and S'-flanking region 


6.4 


3886 


AF069535 


Bradypus tridactylus 16S ribosomal RNA gene, mitochondrial gene 
for mitochondrial RNA, complete sequence 


is 


3887 


AK023304 


Homo sapiens cDNA FLJ13242 fis, clone OVARC1000578 


0.056 


3888 


AB039756 


Brassica rapa SP11-32 mRNA for S locus protein 11-32, partial cds, 
strain*S32f50-lltt 


1.9 


3889 


AL5 12405 


Human DNA sequence from clone RP1 1-370N21 on chromosome 6, 
complete sequence {Homo sapiens] 


1.6 


3890 


AF147813 


Protrama radicis elongation factor 1 alpha gene, partial cds 


0.18 


3891 




rlUinU SapiCHo ICglUll CUnUulUllg VdilaUlC piULCill UU ./V VY1LU 

eight repeats; variable charge protein on X with two repeats; variable 
charge X chromosome (LQC9273 8^ mRNA 


0.21 


3892 


XMJ)37664 


Homo sapiens hypothetical protein MGC4090 (MGC4090), mRNA 


1.5 


3893 


V 

AJ296142 


^i1f»ne fhpf irfa nartial mV»9 ppne for RNA nnlvmprase IT exons 23 and 

o LLC lit lvvUUtil UdlUcU g,tnw iul 1 vi>/». yi\Jiy iiiwiaob ul, WAUixa auu 

24 


0.16 


3894 


AF360340 


ArabidoDsis thaliana nutative Dectinesterase ftC19El 17/AT5ff53370) 
mRNA, complete cds 


2.7 


3895 


AF327975 


Hentzia palmarum 16S ribosomal RNA, partial sequence; 
mitochondrial gene for mitochondrial product 


0.55 


3896 


Z15140 


L.esculentum mRNA for chitinase 


2.1 


3897 


U57326 


Chlamydomonas reinhardtii chloroplast complete EcolO fragment, 
rpoC2 gene, partial cds 


0.001 


3898 


AK024908 


Homo sapiens cDNA: FLJ21255 lis, clone COLO 1321 


0.003 


3899 


NC 002087 


Plasmid pRL765, complete sequence 


0.62 


3900 


AF063220 


Papaya ringspot virus isolate P polyprotein gene, partial cds 


0.25 


3901 


AE002173 


Chlamydophila pneumoniae AR39, section 9 of 94 of the complete 
genome 


0.25 


3902 


BC001152 


Homo sapiens, growth arrest-specific 7, clone MGC:1347 
IMAGE:3353809, mRNA, complete cds 


5.9 


3903 


AB011800 


Agrobacterium tumefaciens plasmid pRiA4 gene, virB operon _ 


5.4 


3904 


BC010389 


Homo sapiens, clone MGC: 13615 IMAGE:4283814, mRNA, 
complete cds 


0.084 


3905 


AF091779 


Oncorhynchus mykiss non-classical MHC class I antigen (Onmy- 
UAA) gene, Onmy-UAA*0101 allele, complete cds 


2.3 


3906 


AF222716 


Plasmodium falciparum clone 3D7 unconventional myosin PfM-B 
gene, complete cds 


6.2 
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SEQID 
NO 






O \T AT T TT7 

P VALUE 


3907 


•7 a one 1 


S.cerevisiae chromosome XVI cosmid 9723 


2.5 


3908 


XMJ)40326 


Homo sapiens absent in melanoma 1 (AIM1X mRNA 


0.056 


3909 


AF271964 


Bos taurus microsatellite MNB-162 sequence 


0.019 


3910 


BC003261 


Mus musculus, serine/threonine kinase 5, clone MGC.5803 

Tfc M A /"*T?.0 JA1 A 4 il T) XT A _J_ 

IMAGE.3501444, mRNA, complete cos 


f\ AC/ 

0.056 


3911 


AJ011641 


Arabidopsis thaliana (ecptype Columbia) sp!8 gene, exons 1-3 


1.7 


3912 


AK000864 


Homo sapiens cDNA FLJ10002 fis, clone HEMBA1000046 


A d 

0.53 


3913 


XM 045747 


Homo sapiens midline 1 (Opitz/BBB syndrome) (MIDI), mRNA 




3914 


AF269581 


Staphylococcus epidermidis strain SRI clone step.l011g07 genomic 
sequence 


A A<*1 

0.037 


3915 


XM.042333 


Homo sapiens casein kinase 2, beta polypeptide (CSNK2B), mRNA 


1.9 


3916 


AF269810 


Staphylococcus epidermidis strain SRI clone step.l023h06 genomic 
sequence 


0.022 


3917 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


A O 1 


3918 


XM.027223 


Homo sapiens hypothetical gene supported by AK021954 
(LOC89916), mRNA 


0.61 


3919 


AJ011641 


Arabidopsis thaliana (ecotype Columbia) spl8 gene, exons 1-3 


2 


3920 


AF020725 


Gallus gallus unoccupied integration site for endogenous ALV-rype 
retroviral element ev-B2 


2 




AL157825 


Human DNA sequence from clone RPH-518C21 on chromosome 
Xql3.2-2l.l, complete sequence [Homo sapiens] 


1.2 


3922 


AF203676 


Myotis myotis microsatellite H23 sequence 


0.2 


3923 


XM 010734 


Homo sapiens smg GDS-ASSOCIATED PROTEIN (Kifap3), mRNA 


0.66 


3924 


AF056048 


Heterodera glycines beta«l,4-endoglucanase-3 precursor (eng-3) gene, 
promoter and complete cds 


0.026 




XM 042676 


Homo sapiens hypothetical protein MGC4618 (MGC4618), mRNA 


2.2 




AL359750 


Human DNA sequence from clone RP1 1-24A10 on chromosome 13, 
complete sequence [Homo sapiens] 


0.024 




NMJU9054 


Homo sapiens hypothetical protein MGC5560 (MGC5560), mRNA 


2E-31 


3928 


AL023845 


Caenorhabditis elegans cosmid Y51B9A, complete sequence 


0.25 


3929 


BC001781 


Homo sapiens, ribosomal protein L44, clone .MGC:2064 
IMAGE:3353o69, rnKNA, complete cos t 




3930 


A \/~ r\r\ a ec*} 

AK004553 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, cloneilxuuuuzuz^, iuu insert sequence 


U.J 1 


3932 


V17339 


Dpnoiie-7 vims NS1 eene for nonstructural nrotein Patient M2) 


0.23 


3933 


AE004278 


Vibrio cholerae chromosome I, section 186 of 251 of the complete 
chromosome 


0.35 


3934 


U41064 


Drosophila melanogaster putative extracellular ligand trunk gene, 
complete cds 


0.53 


3935 


AF005900 


Homo sapiens alpha2B-adrenergic receptor (alpha2C2 AR) gene, 
complete cds 


5.2 


3936 


AK024599 


Homo sapiens cDNA: FLJ20946 fis, clone ADSE01819 


5 
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SEQ IP 
NO 


ACCESSN 


DESCRIP 


P VALUE 


nam 


K00489 


human enkephalin gene, intron c (3 1 end) and 3* flank 


0.24 


3938 


U92545 


Gallus gallus tubby-like protein (TULP1) mRNA, complete cds 


1.8 


3939 


Z69363 


Human DNA sequence from cosmid L60G9B, Huntington's Disease 
Region, chromosome 4pl6.3 contains ESTs 


0.55 


3941 


U82516 


Dictyostelium discoideum random slug cDNA22 protein (rsc22) 
mRNA, complete cds 


1.8 


3942 


NM 026077 


Mus musculus RDCEN cDNA 3 1 10040N1 1 gene (3 1 10040N1 IRik), 
mRNA 


e-107 


3943 


AF241235 


Homo sapiens Na+,K+-ATPase gamma-subunit (FXYD2) gene, 
alternatively spliced isoforms 1 and 2, exons 1 through 6 and 
complete cds 


0.00002 


3944 


M38180 


Human 3-beta-hydroxysteroid dehydrogenase/delta-5-<lelta-4- 
isomerase (3-beta-HSD) gene, complete cds 


0.64 


3945 


AJ275020 


Homo sapiens partial FAH gene for fumarylacatoacetate hydrolase, 
intron 10 


0.71 


3946 


AB042198 


Mus musculus mac25 gene promoter and exon 1, partial cds 


L9 


3947 


AF082520 


Cryptosporidium parvum Hsp60 gene, partial cds 


0.68 


3948 


Z48051 


H. sapiens gene for myelin oligodendrocyte glycoprotein (MOG) 


0.71 


3949 


AF269768 


Staphylococcus epidermidis strain SRI clone step. 1023b09 genomic 
sequence 


0.59 


3950 


AK022181 


Homo sapiens cDNA FLJ121 19 fis, clone MAMMA1000092 


0.62 


3951 


AF186889 


Chlosyne janais 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.056 


3952 


AB026544 


Hyoscyamus niger trl gene for tropinone reductase-I, complete cds 


0.17 


3954 


M32666 


Homo sapiens ITGB3 gene, intron 1, partial sequence 


2 


3955 


Z72888 


S.cerevisiae chromosome VH reading frame ORF YGR103w • 


0.009 


3956 


AB038979 


Homo sapiens gene for caspase-10, exon 11 and complete cds 


0.001 


3958 


AF148987 


Legionella fallonii macrophage infectivity potentiator (mip) gene, 
partial cds 


0.075 


3959 


AF159173 


Gallus gallus structural muscle protein titin mRNA, partial cds 


1.2 


3960 


U34931 


Mycoplasma pulmonis FtsZ (ftsZ) gene, complete cds, methionyl- 
tRNA synthetase (metG) gene, partial cds 


0.21 


3961 


AF072439 


Rattus norvegicus zinc-finger protein-37 mRNA, complete cds 


0.58 


3962 


AF079877 


Mus musculus cyclin G2 (Ccng2) gene, complete cds 


0.049 


3963 


X87947 


S.cerevisiae ALG2 gene 


0.024 


3964 


BC004730 


Mus musculus, proteasome (prosome, macropain) subunit, beta type 
10, clone MGC:5837 IMAGE:3583052, mRNA, complete cds 


£ ft 

0.8 


3965 


BC010610 


Homo sapiens, clone IMAGE:4214515, mRNA, partial cds 


2E-11 


3966 


AK012050 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 
library, clone:2610319A01, full insert sequence 


e-144 


3967 


BC000240 


Homo sapiens, chromosome 4 open reading frame 1, clone 
IMAGE:3352004, mRNA 


1.9 


3969 


AE007346 


Streptococcus pneumoniae section 29 of 194 of the complete genome 


4.4 



360 



- BNSDOCID: <WO 0214500A2_I_> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3970 


AK021969 


Homo sapiens cDNA FLJ11907 fis, clone HEMBB 1000059 


0.005 


3971 


U05765 


Human annexin V (ANX5) gene, exon 7 


4.9 


3972 


S68117 


rPLP-A=prolactin-like protein A {5' region, exon I, intron 1} [rats, 
Genomic, 1187 nt] 


0.11 


3973 


AL358852 


Human DNA sequence from clone RP1-317N9 on chromosome 6, 
complete sequence [Homo sapiens] 


0.18 


3974 


M26221 


African green monkey origin of replication (ORS8) region 


0,01 


3975 


1 M22064 


Mouse MHC class I Lyt-2-a gene encoding lyt-2. 1 T-cell surface 
alloantigen, complete cds 


0.71 


3976 


AY039917 


Arabidopsis thaliana putative wall-associated kinase 1 (F16F4.6) 
mRNA, complete cds 


3.5 


3977 


U67488 


Methanococcus jannaschii section 30 of 150 of the complete genome 


0.021 


3979 


XM 027089 


Homo sapiens N-acetylated alpha-linked acidic dipeptidase 2 
(NAALAD2), mRNA 


1E-09 


3980 


AF062751 


Manduca sexta soluble guanylyl cyclase beta-1 subunit mRNA, 
complete cds 


0.53 


3981 


AP000214 


Homo sapiens genomic DNA, chromosome 21q22.1, D2 1S226-AML 
region, clone f43Dll-119B8, segment 12/12, complete sequence 


0.0003 


3982 


AF360278 


Arabidopsis thaliana putative MLH1 protein (AT4g09140) mRNA, 
complete cds 


0.0001 


3983 


AF187968 


2 Homo sapiens concentrative nucleoside transporter (CNT1) gene, 
exon 2 


0.085 


3984 


AY032741 


Drosophila melanogaster H.M.S. Beagle transposon long terminal 
repeat, complete sequence; and heat shock protein Hsp70 Ab gene, 
promoter and partial cds 


0.6 


3985 


NMJ308697 


Mus musculus ninein (Nin), mRNA 


4 


3986 


AB055369 


Macaca fascicularis brain cDNA, cIone:QfLA-12661 


0 


3987 


X15999 


Kluyveromyces lactis mitochondrial tRNA-Val, COH and COI 
(partial) 


0.023 


3988 


AC008855 


Homo sapiens chromosome 5 clone CTD-2178M23, complete 
sequence 


0.56 


3989 


X79482 


Lpunctatus Immunoglobulin mu heavy chain gene 


0.00007 


3990 


AF051289 


Dalbulus charlesi NADH dehydrogenase subunit 1 gene, 
mitochondria] gene encoding mitochondrial protein, complete cds 


0.072 


3991 


BC004382 


Homo sapiens, clone IMAGE:3640982, mRNA, partial cds 


e-147 


3992 


XM 041432 


Homo sapiens hypothetical gene supported by AL1 17603 
(LOC91908), mRNA 


1.3 


3993 


NM 027142 


Mus musculus RIKEN cDNA 2310012P17 gene (2310012P17Rik), 
mRNA 


0.027 


3994 


AB022673 


Oryza sativa rpll2-l gene for chloroplast ribosomal protein L12, 
Complete cds 


0.69 


3995 


AB009987 


Bombyx mori nuclear polyhedrosis virus gene for putative DNA- 
directed RNA polymerase component lef8, complete cds 


0.2 


3996 


NM 000144 


Homo sapiens Friedreich ataxia (FRD A), mRNA 


0,008 
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XMJ)02395 


Homo sapiens LBP protein; likely ortholog of mouse CRTR-1 (LBP- 
9), mRNA 


0.58 




AF056532 


Brassica napus cultivar Dannor AP3 1 gene, AP3 1-DN allele, partial 
cds 


2 




Z72888 


S.cerevisiae chromosome VII reading frame ORF YGR103w 


0.008 


4000 


AL512660 


Human DNA sequence from clone RP1 1-353M9 on chromosome 10, 
complete sequence [Homo sapiens] 


5.3 


4UU1 


AF190131 


Cloning vector pVO205 hygromycm-B-phosphotransferase (hph) 
gene, complete cds 


1.7 


Anno 


AJ132557 


Oryctolagus cuniculus CYP19 gene, ovarian promoter region 


0.069 




AB001901 


Homo sapiens PACE4 gene, exon 4-7 


4 




AE006784 


Sulfolobus solfataricus section 143 of 272 of the complete genome 


0.19 


4005 


XM.049237 


Homo sapiens KIAA0841 protein (KIAA0841), mRNA 


1.7 


4UU0 


AF1.07676 


Aedes aegypti clone 416 Feilai family of SINES 


0.54 


4007 


AB053857 


TT virus gene for ORF1, partial cds, clone:Pd-10-3 


0.24 


4008 


AC078798 


Homo sapiens 3 BAC PAC-56F1 1 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


5 


4009 


NM 026040 


Mus museums RTXEN cDNA 2810036K01 gene (2810036K01Rik), 
mRNA 


2E-33 


4U1 i 


XMJ)27300 


Homo sapiens DKFZP434K114 protein (DKFZP434K114), mRNA 


4E-08 


4012 


AY021973 


Oryza sativa microsatellite MRG4298 containing (TA)X104, closest 
to marker S 10620, genomic sequence 


0.0009 


4013 


AB003097 


Fruitfly strain g20 mitochondrial DNA, A+T-rich region, partial 
sequence 


0.000003 


4014 


AJ000682 


Bos taurus PPARG gene, intron 1, 5* 


0.1 


4015 


AE001504 


Helicobacter pylori, strain J99 section 65 of 132 of the complete 
genome 


0.64 


4016 


NM 031442 


Homo sapiens hypothetical protein DKFZp761J17121 
(DKFZP761J17121), mRNA 


0.007 


4017 


U10698 


Rattus norvegicus liver microsomal carboxylesterase mRNA, complete 
cds 


0.21 


4018 


AF009255 


Homo sapiens putative chloride channel gene (CLCN6), exons 14, 15, 
16, and 17 


1.7 




NM_0 10657 


Mus musculus kappa B and Rss recognition component (Krc), mRNA 


0.17 


4UZU 


AYUillUU 


Oryza sativa microsatellite MRG3425 containing (TA)X19, closest to 
mancer jlz4o, genomic sequence 


d 7 


4021 


U43092 


Rattus norvegicus surfactant protein-A (SP-A) gene, complete cds 


0.9 


4022 


XM 050127 


Homo sapiens oligophrenin 1 (OPHN1), mRNA 


0.64 


4023 


AE005576 


Escherichia coli 0157 :H7 EDL933 genome, contig 3 of 3, section 195 
of 290 


0.45 


4024 


AF288693 


Mus musculus Ubell (Ubell) gene, partial cds 


0.0008 


4025 


AF203748 


Taphozous sp. Brcal (Brcal) gene, partial cds 


5.6 
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4026 


AF179234 


Homo sapiens short-chain dehydrogenase/reductase 1 (SDR1) gene, 
exon 1 


0.56 


4027 


AF163735 


Illicium parviflorum internal transcribed spacer 1, 5.8S ribosomal 
RNA gene, and internal transcribed spacer 2, complete sequence 


0.62 


4028 


NM 026233 


Mus musculus RIKEN cDNA 4933434120 gene (4933434I20Rik), 
mRNA 


6.5 ! 




AL031426 


Human DNA sequence from clone CTA-191D12 on chromosome 
22ql3.1 Contains two exons of the APOL2 gene for apolipoprotein L 
2, ESTs and GSSs, complete sequence [Homo sapiens] 


0.000001 




XM 008148 


Homo sapiens myeloid/lymphoid or mixed-lineage leukemia (trithorax 
(Drosophila) homolog); translocated to, 6 (MLLT6), mRNA 


0.63 




AF007904 


Chaetopterus variopedatus histone H4 and histone H2 A genes, 
complete cds 


0.009 


AW) 


XM 051353 


Homo sapiens C-type (calcium dependent, carbohydrate-recognition 
domain) lectin, superfamily member 5 (CLECSF5), mRNA 


0.69 




U88154 


Homo sapiens proline and glutamic acid rich nuclear protein isoform 
mRNA, partial cds 


0.074 




AC023838 


Arabidopsis thaliana chromosome IH PI MJM20 genomic sequence, 
complete sequence 


0.2 


4035 


X15894 


Sinapsis alba cab-1 gene for chlorophyll a/b-binding polypeptide 


0.1 


4036 


X54742 


Nicotiana plumbaginifolia beta-(l,3)-glucanase gene for a vacuolar 
isoform 


1.8 


Ann 


NM 017590 


Homo sapiens hypothetical protein DKFZp434K0920 
(DKFZp434K0920), mRNA 


0.13 


4UJ5 


U92482 


Equus caballus interleukin-1 receptor antagonist (EqlL-IRA) mRNA, 
complete cds 


0.38 


4U37 


U47540 


Aspergillus nidulans nitrogen regulatory protein (tamA) gene, 
complete cds 


0.18 


4040 


AK001076 


Homo sapiens cDNA FLJ10214 fis, clone HEMBA1006530 


0.0000009 


4041 


AC002049 


Homo sapiens Chromosome 22qll.2 Cosmid Clone 107d7InBCRL2- 
GGT Region, complete sequence 


1.3 


4042 


U55243 


Dictyostelium discoideum glyceraldehyde-3-phosphate dehydrogenase 
(GAPDH) gene, partial cds 


0.23 


4043 


Z16701 


H. sapiens (D1S218) DNA segment containing (CA) repeat; clone 
AFM157xe7; single read 


u.uuz 


41/44 


AB012733 


"RfinrlnHpTiHrnn cpmihnrhntiim rMfirfinlnct mfttTC Pene for ribosomal 

maturase, complete cds 


0.024 


4045 


AFO34950 


Bos taurus gonadotropin hormone receptor (GnRH) gene, partial cds 


0.22 


4046 


AJ307017 


Mus musculus mRNA for putative ubiquitin-speciflc protease (Usp9y 
gene) 


1.7 


4047 


AE001159 


Borrelia burgdorferi (section 45 of 70) of the complete genome 


0.89 


4048 


AF239215 


Forflcula auricularia microsatellite FA2 sequence 


0.0002 
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4049 


AP000249 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:B762015, complete sequence 


1E-18 


4050 


AP000249 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:B762015, complete sequence 


2E-18 


4051 


AF355470 


Mus musculus cysteine dioxygenase gene, exon 2 


0.61 


4052 


BC010739 


Homo sapiens, hypothetical protein FU12612 similar to COP9 
(constitutive photomorphogenic), subunit 7b ( Arabidopsis), clone 
MGC: 16836 IMAGE:3893022, mRNA, complete cds 


4.5 


4053 


AK016525 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:49324 15G12, full insert sequence 


1.5 


4054 


AJ237609 


Borrelia recurrentis vmpAl gene, silent copy 


1.8 


4055 


U00038 


Caenorhabditis elegans cosmid T21D11, complete sequence 


4.3 i 


- 

4056 


AF268053 


Candidatus Carsonella ruddii natural-host Tainarys sordida RNA 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subunit (rpoC) genes, partial cds 


0.067 


4057 


AC016694 


Homo sapiens BAC clone RP11-123G1 from Y, complete sequence 


0.2 


4058 


AK019557 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930402H05, full insert sequence 


0.15 


4059 


AF233898 


Escherichia coli strain KI1218 BfpA (bfpA) gene, partial cds 


0.063 


4060 


AK026269 


Homo sapiens cDNA: FLJ22616 fis, clone HSI05164 


5.7 


4061 


Z80362 


H.sapiens HLA-DRB pseudogene, exon 1; 


1.7 


4062 


XM_046282 


Homo sapiens hypothetical gene supported by AK026722 
(LOC92635), mRNA 


0.007 


4063 


U83303 


Human line-1 reverse transcriptase gene, partial cds, and granulocyte 
chemotactic protein-2 (GCP-2) gene, complete cds 


5E-12 


4064 


AF276169 


Scaphirhynchus platorynchus microsatellite Spl-100 sequence 


0.074 


4065 


AF156797 


Mus musculus ATP synthase coupling factor 6 gene, 5' UTR; and 
GABP-alpha subunit gene, promoter and 5* UTR, partial sequence 


1.2 


4066 


AF1 10420 


Mus musculus hoTgN37INRA locus sequence 


4E-10 


4067 


AK021659 


Homo sapiens cDNA FIJI 1597 fis, clone HEMBA1003856 


6E-10 


4068 


AL5 12724 


Homo sapiens mRNA; cDNA DKF2p547M202 (from clone 
DKFZp547M202) 


0>2 


4069 


S54531 


L-plastin {exon 1, promoter} [human, Genomic, 3231 nt] 


0.023 


4070 


L02110 


Mus musculus proviral retroviral insertion in the cGMP- 
phosphodiesterase (rd beta PDE) gene, intron 1, with the proviral 
insert encompassing the env pseudogene (3 f end) and 3' LTR 


2.1 


4071 


XM 015244 


Homo sapiens ring finger protein 21, interferon-responsive (RNF21), 
mRNA 


1.5 


4072 


AKO 15420 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930448I18, full insert sequence 


0.003 


4073 


U67583 


Methanococcus jannaschii section 125 of 150 of the complete genome 


0.021 


4074 


X05640 


Mouse NF-M gene for rniddle-molecular-mass neurofilament protein 


0.072 
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D01021 


Anthocidaris crassispina mRNA for dynein beta-heavy chain, 
complete cds 


0.61 


4076 


XM 029072 


Homo sapiens LOC89256 (LOC89256), mRNA 


0.006 


4077 


NM 017757 


Homo sapiens hypothetical protein FLJ20307 (FLJ20307), mRNA 


0.26 


4078 


AF145592 


Nicotiana tabacum caltium/calmodulin-dependent protein kinase 
(CCaMK) gene, exons 


0.002 


4079 


AF384970 


Arabidopsis thaliana somatic embryogenesis receptor-like kinase 3 
(SERK3) mRNA, complete cds 


5.3 


AOQfi 

4Uo0 


AF238313 


Dictyostelium discoideum developmental protein DG1037 (DG1037) 
gene, partial cds 


0.2 


4081 


KM 012519 


Ratrus norvegicus Ca++/calmodulin-dependent protein kinase n, delta 
subunit (Camk2d), mRNA 


0.071 


4082 


AL590384 


Human DNA sequence from clone RP11-349A16 on chromosome 
Xq22.3-24, complete sequence [Homo sapiens] 


0.11 


a no 

4083 


AF391284 


Homo sapiens 1 lpl5.5 clone LOH1 1A, partial sequence 


0.17 


4086 


XMJ)34197 


Homo sapiens KIAA1505 protein (KIAA1505), mRNA 


e-153 


4087 


AE007255 


Sinorhizobium meliloti plasmid pSymA section 61 of 121 of the 
complete plasmid sequence 


5.4 


4088 


AE006586 


Streptococcus pyogenes Ml GAS strain SF370, section 115 of 167 of 
the complete genome 


1.6 


4089 


AF391284 


Homo sapiens llpl5.5 clone LOH11A, partial sequence 


0.14 


A AO A 

4090 


U41549 


Caenorhabditis elegans cosmid F22F1 


0.065 


40V 1 


AF231164 


Pseudosymblepharis schimperiana tRNA-Leu, partial sequence; trnL- 
trnF intergenic spacer, complete sequence; and tRNA-Phe, partial 
sequence; chloroplast genes for chloroplast products 


0.066 


4092 


XM 005131 


Homo sapiens chromatin accessibility complex 1 (CHRAC1), mRNA 


0.39 


4093 


NM_025929 


Mus musculus RDCEN cDNA 2010109103 gene (2010109I03Rik), 
mRNA 


5.1 


4094 


X82784 


D.discoideum mRNA for calcium binding protein 


0.00001 


4095 


U04524 


Caedibacter taeniospiralis 47 R body synthesis and assembly (rebA 
rebB, rebC, rebD) genes, complete cds 


0.58 


4096 


XM 050063 


Homo sapiens B-cell CLL/lymphoma 9 (BCL9), mRNA 


0.075 ! 


4097 


XMJ)37650 


Homo sapiens syndecan 1 (SDC1), mRNA 


2 




AF286472 


Homo sapiens retinitis pigmentosa GTPase regulator (RPGR) gene, 
exon ORF15 partial cds 


0.076 


4099 


L05466 


Pneumocystis carinii beta-tubulin gene, complete cds 


0.009 


4100 


Z69723 


Human DNA sequence from cosmid U238E5, between markers 
DXS6791 and DXS8038 on chromosome X 


0.18 


4101 


D83657 


Human DNA for CAAF1 (calcium-binding protein in amniotic fluid 
1), complete cds 


5E-30 


4102 


AL1 17050 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


2.1 


4103 


AE004168 


Vibrio cholerae chromosome I, section 76 of 251 of the complete 
chromosome 


2.3 
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4104 


BC007114 


Homo sapiens, clone IMAGE:4295422, mRNA , 


0.22 | 


4105 


D13859 


Penicillium chrysogenum mitochondrion genes for rRNA, tRNA and 
S5 ribosomal protein, complete cds 


0.75 ' 


4106 


AF137068 


Cards famili'aris cubilin (CUBN) mRNA, complete cds 


4.3 


4107 


AK012387 


Mus musculus 1 1 days embryo cDNA, RtKEN full-length enriched 
library, clone:2700047H13, foil insert sequence 


0.38 


4108 


NC 001942 


Mycoplasma arthritidis bacteriophage MA VI, complete genome 


0.12 


4109 


AF333431 


Homo sapiens pseudo attP site psiD, partial sequence 


0.45 


4110 


AF305628 


Cubitermes subarquatus microsatellite P19 sequence 


0.68 


4111 


D10997 


C.ellipsoidea rbcL, rpsl4, trnM, trnG, tmD, trnS, rps4, atpE, atpB 
genes, complete cds 


1.8 


4112 


Z99704 


Human DNA sequence from clone LL22NC01-75B8 on chromosome 
22 Contains GSSs, complete sequence [Homo sapiens] 


0.005 


4113 


XM 016579 


Homo sapiens androgen-induced prostate proliferative shutofT 
associated protein (KIAA0979), mRNA 


1.6 


4114 


NM_008149 


Mus musculus glycerol-3 -phosphate acyltransferase, mitochondrial 
(Gpam), mRNA 


5.5 


4115 


XM 036116 


Homo sapiens KIAA0594 protein (KIAA0594), mRNA 


e-144 


4116 


XM 030510 


Homo sapiens microfibrillar-associated protein 2 (MFAP2), mRNA 


2.4 


4117 


ABO 10203 


Leptospira interrogans gene, 19kb region containing 5S rRNA gene 


1.4 


4118 


XM 007094 


Homo sapiens collagen, type IV, alpha 1 (COL4A1), mRNA 


1.9 


4120 


AF 154049 


Fugu rubripes double stranded RNA adenosine deaminase RED IB 
eene conroletecds 


0.066 


4121 


AY007236 


Pneumocystis carinii pheromone receptor a mRNA, complete cds 


0.53 


4122 


AF307966 


Aptostichus simus clone PD1 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


2 


4123 


AJ001022 


Marmata monax mRNA for tumor suppressor, p53 


1.3 


4124 


AF239469 


Polycycnis gratiosa maturase (matK) gene, partial cds; chloroplast 
gene for chloroplast product 


0.65 


4125 


X75675 


C.parapsilosis mitochondrial ND6 and ND1 genes 


0.00001 


4126 


AF335589 


Glycine max chitinase class I (Chial) and hypothetical protein genes, 
complete cds 


0.0003 


4127 


U33175 


Oryza sativa sucrose phosphate synthase gene, complete cds 


6.4 


4128 


AB028198 


Arabidopsis thaliana ZF14 mRNA, complete cds 


0.008 


4129 


AF372653 


Heteropneustes fossilis prolactin hormone (PRL) mRNA, complete cds 


1.3 


4130 


M63955 


S.oedipus MHC class I SO-NI gene 


0.6 


4131 


BC0O3238 


Mus musculus, protein kinase, cAMP dependent, catalytic, alpha, 
clone MGC:6169 IMAGE:3497908, mRNA, complete cds 


0.22 


4132 


AJ001688 


Homo sapiens NKG2D gene, exons 6-9 


0.67 


4133 


D 10872 


Humam h NAT allele 3-2 gene for arylamine N-aceryltransferase 


0.016 
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4134 


AF049877 


Cotesia congregata EP1 locus with complete integrated Cotesia 
congregata virus EP1 circle and partial integrated A circle 


0.19 


4135 


Y15783 


Rickettsia prowazekii groESL gene 


0.3 


4136 


YU0354 


Xenopus laevis gene encoding vitellogenin A2 


0.077 


4137 


NCJ501950 


Scyliorhinus canicula mitochondrion, complete genome 


0.019 


. 4138 


AF266048 


Macromia splendens small subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.42 


4139 


AL035426 


Human DNA sequence from clone 370N13 on chromosome Xq25- 
26.3. Contains an exon of the GRIA3 gene for glutamate receptor, 
iono trophic, AMP A 3. Contains ESTs, complete sequence [Homo 
sapiens] 


0.0006 


4140 


AF0 18434 


Mus musculus long-chain acyl-CoA dehydrogenase (Acadl) gene, 
intron 1 


4 


4141 


AF309654 


Mus musculus U2AF small subunit-related protein (U2afl-rsl) gene, 
complete cds 


U.04 


4142 


AJ009913 


Bos taurus pip gene 


2.1 


4143 


XM 028213 


Homo sapiens up-regulated by BCG-CWS (LOC64116), mRNA 


U.U/o 


4144 


U67550 


Methanococcus jannaschii section 92 of 150 of the complete genome 


A AOI 

0.081 


4145 


AB037771 


Homo sapiens mRNA for KIAA1350 protein, partial cos 


0 


4146 


AP001438 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:T695, 
LB7T-ERG region, complete sequence 


f\ AAA 

0.009 


4147 


U88995 


Callithrix geoffroyi clone CGE85 mitochondrial D-loop, partial 
sequence 


A C*7 

0.57 


414R 


AE007343 


Streptococcus pneumoniae section 26 of 194 of the complete genome 


1.9 


4149 


Z83832 


Avena sativa mRNA for UDP-glucose:sterol glucosyltransferase 


0.072 


4150 


BC007664 


Homo sapiens, hepatocellular carcinorna-associated antigen 59, clone 
MGC:866 IMAGE :3 140172, mRNA, complete cds 


A 

u 


4151 


NM 002577 


Homo sapiens p21 (CDKNlAj-activated Kinase 2 (PAK2), rnRNA 




4152 


XM 040120 


Homo sapiens ADP-ribosylation factor GTPase activating protein 1 
(ARFGAP1), mRNA 


Z.I 


4153 


NM 031511 


Rattus norvegicus Insulin-like growth factor 13 (somatomedin A) 
(Igf2), mRNA 


0.024 


4154 


XM 049817 


Homo sapiens oec2J-interacung protein piz j \ri/.j), mKiN/v 


1 R 
l.o 


4155 


BC010892 


Homo sapiens, clone MGC: 13350 IMAGE:4333615, mRNA, 
comnlete cds 


i 

0.000004 


4156 




Hordeum vulgare mRNA for alpha-keto acid dehydrogenase-like 
protein, clone RG136 


0.075 


4157 


AL021306 


Human DNA sequence from clone CTB-1 109B5 on chromosome 22 
Contains a GSS, complete sequence [Homo sapiens] 


0.000001 


4158 


AF315813 


Norwalk virus (Hu/NLV/OC96065/1996/JP) polymerase gene, partial 
cds 


0.71 
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4159 


AE001407 


rldbillUUlUill ldiwlJJal UlU WlUOIllOSOIIlC SCCUOU *f *fr OX / J OI lilc 

complete sequence 


0.0008 


4160 


U32706 


Haemophilus influenzae Rd section 21 of 163 of the complete genome 


0.6 


4161 




Anopheles culicifacies 12S ribosomal RNA gene, partial sequence; 
mitochondrial control region, complete sequence; and tRNA-De gene, 
paruai sequence, nuiocnonanai genes ror mitocnonanai products 


u.uoo 


4162 


vu 017/517 
J\JVl__yJ /OH 


nomo sapiens acetyl -uo enzyme a carboxylase aipna (alav/A;, 




4163 


ArJUD / IZ 


Bos taunis insulin-like growth factor binding protein-3 (IGFBP3) 
gene, complete cos 




4164 


ATvUloO lo 


Mus musculus adult male cecum cDNA, RJKEN full-length enriched 
iioniry, cionc. ?ijuui*tjz f zu, iuu insert sequence 


n Aft 


4165 




Aenopus laevis gene encoaing viieiiogenin az 


n 070 

v.v /y 


4166 


M61827 


Human leukosialin (CD43) gene, complete cds 


\ 2.2 


4167 


\A£*AQ.6 L '\ 
JV104o01 


U.GiSCOlucUm iriXU ITLruNA, Complete COS 


u.uoo 


4169 


AB028894 


Mus musculus Rpsll, U35 genes for ribosomal protein Sll and U35 
snoRNA, complete cds and sequence 


0.6 


4170 


XMJ)03974 


Homo sapiens hypothetical protein FLJ11159 (FU11159), mRNA 


0.6S 


4171 


At iuucOo 


uaenornaDuius eiegans cosmia riuovjui 


ft 75 


4172 


AF1 15645 


Sedum multiceps maturase K (matK) gene, partial cds; chloroplast 
gene for chloroplast product 


0.0001 


4173 


ArUo4Uzy 


rieiiantnus tuDerosus lectin i itikin a, complete cos 


nil 

U. 11 


4175 


Arvyj /D4 


Arabidopsis thaliana trans-membrane nitrate transporter protein 
aunka la itikina, complete cos 


n 77 


4176 


M14292 


Human LIHeg repetitive element from the intergenic region of the 
epsilon and G-gamma globin genes 


2E-08 


4177 


NM 013564 


Mus musculus insulin-like 3 (Insl3), mRNA 


0.067 


4178 


AF218815 


Coturnix japonica early response to neural induction ERNI (ERNI) 
mRNA, partial cds 


0.21 


4179 


U67616 


Human Zoo liposomal kn a pseuaogenes ana aiu repeat region 
sequence 


6E-20 


4180 


AJ297945 


Frankia sp. ArI3 ciyptic plasmid pFQ31 ORF AF, korSAF gene, ORF 
CrF, ORF DrF, repF gene, ORF FrF, ORF GF, ORF HF, ORF JF, 
UKr kit, ukt ur, ukt JVir, \js\r iNrr, l/kt ur, vjinx rrr, par/\r 
gene and ORF SrF 


0.68 


4181 


AB035429 


Homo sapiens AGL gene for glycogen-debranching enzyme, exon 14 


0.62 


4182 


AE006774 


Sulfolobus solfataricus section 133 of 272 of the complete genome 


0.063 


4183 


U38803 


Dictyostelium discoideum vacuolar proton ATPase 100-kDa subunit 
(vatM) mRNA, complete cds 


0.025 


4184 


U78096 


Human macrophage colony stimulating factor receptor (c-fins) gene, 
exon 1 A, 2 and partial cds 


0.0001 
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4185 


X57037 


T.thermophila G8-scRNA DNA 


5.7 


4186 


AJ001005 


Picea abies chloroplast DNA for rbcL pseudogene 


0.67 


4187 


YM 04R652 


Homo sapiens Apobec-1 complementation factor, APOBEC-1 
stimulating nrotein ( ACF\ mRNA 


4E-12 


4188 




P rn oniim nail f?ene 


0.24 


4189 


77R70R 

Ju I O l\JO 


H. sapiens flow-sorted chromosome 6 Hindm fragment, SC6pA14H12 


1E-28 


4190 


AE002143 


Ureaplasma urealyticum section 44 of 59 of the complete genome 


2.1 


4191 


ATa't / / ^7 


Onenrhvnchus mvkiss elucose transDorter IB mRNA, partial cds 


1.8 


4192 


779Q9Q 


S.cerevisiae chromosome VII reading frame ORF YGR144w 


0.003 


4193 


XVlO / / J*r 


Mitman sfmnle reneat oolvmornhism 


0.081 


4194 


AT 091SMQ 


9 nnmhe chromosome I cosmid c25A8 


0.026 


4195* 




Pat tnPKA for GIJST27 DroteiiL comnlete cds 


3.7 


4196 


M60352 


Mouse testosterone 16a-hydroxylase type b (16aoh-b), exon 1 


4.7 


4197 


XM 007360 


Homo sapiens hepatocyte nuclear factor 3, alpha (HNF3A), mRNA 


0.95 


4198 




c r^rpvicinp rhrnmrKome IT readim? frame ORF YBR195C 


0.52 


4199 


AK023959 


Homo sapiens cDNA FLJ13897 fis, clone THYRO1001706 


0.49 


4200 




nirtvoctpliiim HicrT*irffliim rtfiA pene comolete cds 


0.68 


4201 


L47461 


Heterodontus francisci tcr beta gene 


1.6 


4202 


AB041023 


Humulus lupulus DNA, 18S-26S intergenic spacer, complete sequence 


0.0008 


4203 


AF1 18226 


Hordeum vulgare high pi alpha-glucosidase (AGL97) gene, complete 
cds 


1.8 


4204 


ATI ^R04Q 


Pintvhrorhvc riprpm macula 16S ribosomal RNA cene. partial 
sequence* mitochondrial gene for mitochondrial product 


0.077 


4205 


U63855 


"nmcrtnTiila virilic Hpranpntanleffic nrotein fdDD) Bene, complete cds. 
haploinsufficient region 


0.2 


4206 


AF248814 


TV^o/-»T-i/**^nr1o r^ocinnp iciVlatp TR-"MT-004 tRMA-Asn P&TIC COITlDletC 
JVLaOriClCaLul WdaolUpC laUlalC 1 J-> lvxi. ~v/ v/*t ixvi^in. iw^r w/***j«f**»*** 

cprmpnpp' ATPase ciibimit 8 eene comrjlete cdsi and ATPase subumt 
6 gene, partial cds; mitochondrial genes for mitochondrial products 


0.023 


4207 


XM 037529 


Homo sapiens KIAA0410 gene product (KIAA0410), mRNA 


0.78 


4208 


AF330636 


Plant DNA excision vector pX6-GFP, complete sequence 


0.76 


4209 


AT ,080915 


Homo sapiens mRNA; cDNA DKFZp586E1621 (from clone 
DKFZp586E1621) 


0.007 


4210 


NM 021262 


Rattus norvegicus Acid phosphatase 1, soluble (Acpl), mRNA 


0.16 


4211 


Ml 1449 


Yeast mitochondrial ori2-ori7 region DNA with putative peptide 


0.25 


4212 


AF211134 


Carsonella ruddii natural-host Qenarytaina longicauda 16S ribosomal 
RNA gene, partial sequence; 23S ribosomal RNA and 5S ribosomal 
RNA genes, complete sequence; transaldolase (tal) and alkyl 
hydroperoxide reductase small subunit (ahpC) genes, complete> 


0.074 


4213 


AF157293 


Sporodiniella umbellata translation elongation factor 1-alpha (EF- 
lalpha) gene, partial cds 


0.77 
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4214 


AL390767 


Human DNA sequence from clone RP1-68P15 on chromosome llp!3« 
14.2 Contains GSSs and ESTs. Contains part of a novel gene, 
complete sequence [Homo sapiens] 


0.004 


4215 


XM 004579 


Homo sapiens HGC6. 1 . 1 protein (HGC6. 1 . 1), mRNA 


4E-08 


4216 


XM 043964 


Homo sapiens similar to KIAA0220 protein (H sapiens) (LOC92263), 
mRNA 


5E-40 


4217 


AL390767 


Human DNA sequence from clone RP1-68P15 on chromosome llpl3- 
14.2 Contains GSSs and ESTs. Contains part of a novel gene, 
complete sequence [Homo sapiens] 


0.004 


4218 


AF147082 


Homo sapiens gamma-glutamyl hydrolase gene, exons 3 through 7 


0.088 


4219 


AY023560 


Oryza sativa microsatellite MRG5885 containing (TTA)X8, closest to 
marker R2561, genomic sequence 


0.026 


4220 


XM__050088 


Homo sapiens hepatocellular carcinoma-associated antigen 127 
(HCA127), mRNA 


0.007 


4221 


AF131999 


Plasmodium falciparum putative erythrocyte binding protein EBL-1 
(ebl-1) gene, partial cds 


0.68 


4222 


AF008434 


Solanum fendleri farnesyl-protein transferase beta subunit gene, 
intron 10 


0.21 


4223 


AF367267 


Arabidopsis thaliana AT3g26020/MPEll_17 mRNA, complete cds 


0.53 


4224 


XM 006706 


Homo sapiens primase, polypeptide 1 (49kD) (PRIM1), mRNA 


7E-12 


4225 


AK004675 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 1200009120, full insert sequence 


0.017 


4226 


AB026660 


Arabidopsis thaliana genomic DNA, chromosome 5, BAC 
clone:T20O7 


0.23 


4227 


AF272387 


Homo sapiens leucine zipper nuclear factor (BLZF1) gene, exon 6 


5E-09 


4228 


L08897 


Mycoplasma galhsepticum (strain A5969) 16S-, 23S-, 5S ribosomal 
RNA (rrsA, rrlA, rrfA) genes 


0.073 


4229 


Z26314 


P.falciparum gene for STARP antigen 


0.008 


4230 


NC 001942 


Mycoplasma arthritidis bacteriophage MAV1, complete genome 


0.18 


4231 


Y18277 


Gallus gallus mRNA for neurobeachin, partial 


5 


4232 


XM 047009 


Homo sapiens pleiomorphic adenoma gene-like 2 (PLAGL2), mRNA 


1.8 ! 


4233 


X84729 


S.cereale repeated DNA sequence 


0.21 


4234 


AL513132 


Human DNA sequence from clone RP1 1-460C6 on chromosome 9, 
complete sequence [Homo sapiens] 


0 


4235 


Z71694 


T7 ViArlrlrtfci mitr\rftnTiHri!»l opnpc frtr W ATYPT T"lf»1iv/1rrtpn5iCP cnhimit S 
CilcrKJOlol IIUlULIlUIlUiJdJ gCJICa 1UJ iN/VL/Ji L^CuyUiUCiltuC aUUlUUl J 

and 6 


0.6 


4236 


Z33215 


M.capricolum DNA for CONTIG MC294 


0.54 


4237 


X86012 


Human DNA sequence from intron 22 of the factor VHI gene, Xq28. 
Contains the end of a 9.5kb repeated region, int22h-l, involved in 
many cases of haemophilia 


0.0000005 


4238 


AF174355 


Praon barbatum 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.026 
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4239 


AY039607 


Arabidopsis thaliana AT3g52380/F22O6_240 mRNA, complete cds 


6.1 


4240 


AJ223385 


Fowlpox vims strain HP-440 DNA, isolate FP9, 14.6 kb fragment 


0.000004 


4241 


AF277282 


Daphma cnstata country Lithuania 12S nbosomal RNA gene, partial 
sequence 


1.9 


4242 


NM_023850 


Mus musculus carbohydrate (keratan sulfate Gal-6) sulfotransferase 1 
(Chstl), mRNA 


A CO 

0.59 


4243 


AJ238599 


Lepilemur septentrionalis genomic fragment, RAPD with primer 
operon OPH4, clone Al 


0.2 


4244 


XM_051747 


Homo sapiens eukaryotic translation initiation factor 4 gamma, 2 
(EIF4G2), mRNA 




4245 


M63376 


Human TRPM-2 protein gene, exons 1,2 and 3 


ft H 

0.7 


4246 


AF367267 


Arabidopsis thaliana AT3g26020/MPEll_17 mRNA, complete cos 


ft Cft 

0.59 


4247 


AJ294714 


Pichia anomala leu2 gene for beta-isopropylmalate dehydrogenase 


0.17 


4248 


AF320616 


Mus musculus amnionless precursor protein (Aran) gene, partial cds 


0.57 


494Q 


AL049609 


S.pombe chromosome EC cosmid c297 


1.8 


49 SO 


AJ252313 


Homo sapiens genomic hybrid Rhesus box 


3.8 


4251 


XM 034693 


Homo sapiens ectodermal dysplasia 1, anhidrotic (EDI), mRNA 


0.2 




NC_001463 


Caprine arthritis-encephalitis virus, complete genome 


1.3 


4953 


AC0 18655 


Homo sapiens 12q BAC RP1 1-946G22 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


£ ft 

5.9 


4254 


AF003519 


Paraligoneurus sp. 16S nbosomal RNA gene, partial sequence 


0.024 


4255 


AL049434 


Homo sapiens mRNA; cDNA DKFZp586M151 (from clone 
DKFZp586M151) 


0.0008 


4256 


U39321 


Triticum aestivum acetyl-CoA carboxylase gene, exons 1-30, complete 
cds 


0.22 


49 57 


AB055106 


Oryza sativa V-ATPase B gene for vacuolar ATPase B subunit, 
complete cds 


1.7 


4258 


AF 150091 


Rattus norvegicus small zinc finger-like protein (TTM10) mRNA, 
complete cds 


ft *>A 

U.Z4 ] 


4259 


AF047677 


Homo sapiens dystrophin (DMD) gene, deletion breakpoints 1-3 in 
intron 5 




4260 


Z81504 


Caenorhabditis elegans cosmid F15H9, complete sequence 


0.24 


4261 


AF226147 


HIV-1 isolate 630469c from USA protease (pol) gene, partial cds 


2 


4262 


AF270072 


Staphylococcus epidermidis strain SRI clone step.l047b05 genomic 
sequence 


0.68 


4263 


U56088 


Human periodic tryptophan protein 2 (PWP2) gene, exons 3 to 14 


0.076 


4264 


X83692 


Brassica napus (tournefortii) mitochondrial genes for atp6, and 
ORF263 


2.1 
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ran m 
NO 
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P VALUE 


4265 


AF243425 


Penicillium oxalicum vacuolar serine protease mRNA, complete cos 


v.DJ 


f zoo 


NM 024381 


Rattus norvegicus ATP-stimulated glucocorticoid-receptor 
translocaton promoter (Gyk), mRNA 


U.Oo 


4267 


AF098919 


Gallus gallus alpha-globin gene domain 5 f region 


2.3 


A16Q 


AJ297909 


Hypocrea jecorina rho3 gene, exons 1-5 




AO&Q 


U67528 


Methanococcus jannaschii section 70 of 150 of the complete genome 




4270 


AF104920 


Arabidopsis thaliana BAC T9E19 


0.026 


4271 


AF137394 


Euperipatoides rowelli elongation factor- 1 alpha mRNA, partial cds 


0.23 


4272 


AF243087 


Homo sapiens intrinsic factor-vitamin B12 receptor (CUBN) gene, 
exons 11. 12 T andl3 


0 


4273 


AF264703 


Asryanax mexicanus retinal homeobox protein (Rxl) mRNA, 
complete cds 


2.2 


4274 


AJ3 11054 


Chironomus pallidivittatus 4L ORF for putative recombinase 
subtelocentric clone, Cp5.5 


0.025 


4275 


AF267209 


Candidatus Carsonella ruddii natural-host Calophya schini ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


0.0008 . 


4276 


Z17148 


H. sapiens (D11S935) DNA segment containing (CA) repeat; clone 
AFM254zb9; single read 


n nnsi 

U.UUo 


4277 


AF175434 


Gallus gallus T cell receptor delta chain (TCRD) pseudogene, partial 
sequence 


1 % 


427© 


AK011996 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 
library, clone:2610306H15, full insert sequence 




42/y 


AF269490 


Staphylococcus epidermidis strain SRI clone step.l005h04 genomic 
sequence 


U.Uo / 


4/oU 


XM 050118 


Homo sapiens hephaestin (HEPH), mRNA 


2E-75 


4281 


AF232828 


Mus musculus ventral neuron-specific protein 1 NOVA1 (Noval) 
mRNA, partial cds 


O DOR 


425Z 


XM 029168 


Homo sapiens hypothetical gene supported by AK023 162 
(LOC90120), mRNA 


0.53 


4zo^ 


L31645 


Helianthus annuus ribosomal protein S3a mRNA, complete cds 




4284 


XM_012756 


Homo sapiens transcription factor 4 (TCF4), mRNA 




4zoD 




Mus musculus adult male corpus striatum cDNA, RIKEN luiMengtn 
enriched library, clone: C030006F08, full insert sequence 


0.006 


/i OCA 

4zoo 


AB020763 


Ptychodera flava mRNA for Paxl9, complete cds 


0.26 


4287 


XM 047401 


Homo sapiens G protein-coupled receptor 51 (GPR51), mRNA 


0.25 


4288 


AF250952 


Osmia satoi 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.24 


4289 


AF267985 


Homo sapiens 15 kDa selenoprotein gene, exon 4 


0.024 


4290 


AJ409503 


Mus musculus RNA binding site for Dazl protein, clone jd8 


0.029 


4291 


AC009304 


Homo sapiens clone NH01 11109, complete sequence 


0.026 
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4292 


XM 050269 


Mnnirt cnnJpnc cnlntp cs\tt\pt fhmtlv 1 (o\\r\ hiffh affinitv p'lntnnuitp 
Jxuiiiu ooj^iCilo ouiuic s^uiivi xaiiixij x yjjt icii lugu auiiiiijr ^luuuluiic 

transporter), member 3 (SLC1A3), mRNA 


0.21 


4293 


AK004286 


K^nc mucfnlnc 18 Hove PtnKnm /^T^fsJ A T3 Tt^T^XI fii11-1pn crtVi p»nT*ir > Ti f*H 

xvius mubbiiiua 10 uajro cinuiyu Li-/i>/v, rvjjsjLri^ iuii'iciigui ciuiwiicu 
library, clone: 1110057K12, full insert sequence 


2.1 


4294 




/^hlnrnhiiim JimiVnlfl ntacmiri n(T 1 pnmnletf* Qpfinpnfif* 


0.24 


4295 


AC006678 


Caenorhabditis elegans cosmid R05G9, complete sequence 


2.1 


4296 


AF217235 


oiapny 10 coccus aureus pauiogciuciiy isidiiu odx iuuv, wji jpicic 
sequence 


0.009 


4297 


XM 012045 


Homo sapiens hypothetical protein ELJ13074 (FLJ13074), mRNA 


0.68 


4298 


NM 022087 


Homo sapiens hypothetical protein FU21634 (FLJ21634), mRNA 


e-158 


4299 


XM 010678 


riorno sapiens similar 10 zinc ringer proiein zoo \tl sapiens j 




4300 


AJ3 11847 


jNicotiana tabacum cnjoropiast nuuNA ior r iszriiKe proiem (u&c* 
gene), clone FtsZ2-2 


0.55 


4301 




H. sapiens (D18S480) DNA segment containing (CA) repeat; clone 
AMVUzuycv, single reaa 




4302 


AK0038U5 


Mus museums 18 days embryo cDNA, RIKEN full-length enriched 
iiDrary, cione.iiiuuiyxszx, run insen sequence 


0.009 


4303 


AB047606 


Macaca fascicularis brain cDNA, clone.QnpA- 10881 


0 


4304 


AJwUU45o 


riomo sapiens curs a rijjzu*foo us, cione ftAiuovj? 


0.24 


4305 


AF375597 


Mus museums medium and short chain L-3-hydroxyacyl-Coenzyme A 
denyarogenase (Mscnauj gene, exons / inrougn o, ana compieie cos, 
nuclear gene for mitochondrial product 


0.75 


4306 


a T5AAA1A1 


Homo sapiens genomic ljjna, enromosome ziqzz.i, i^ziozzo-AiVLLf 
region, cione.uio.Do, complete sequence 


0.081 


4307 


Arv01VO32 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 

liUrnnr rA nna * A 0"5 (\A ^ ^ \4Y^ ^ Alii ITICPrf CPniTPn^P 

uorary, cione/r7jU*f d-jjviuj, iuii insen sequence 


0.068 


4308 


XV4556 


T> nlnmilnin TYKTA fXt- ttiIpttioI troncrTi'Kp^ cnorpr IT? 1 ) rvF rTlXI A unit 

K.Cinguiaia uin/\ ior iiiicnicii uaii5t*nueu spdt-ei 1 1 ox. ui ii^iNrv mm 


0.079 


4310 




Arabidopsis thaliana sequence flanking 3' end of Ds-GeneTrap 
lnsemon xrom nne vj 1 


0.2 


4311 


AC092063 


Homo sapiens clone RP1 1-745H7, complete sequence 


0.14 


4312 


AJ 29703 4 


riomo sapiens ouo-siaoie vimenun-uounu jjxn a nagmciu 

TTCT71 Q\7TX>f1 Q- 


e-117 


4313 


Z82088 


Caenorhabditis elegans cosmid ZK256, complete sequence 


0.015 


4314 


AC006709 


Caenorhabditis elegans cosmid Y119C1A, complete sequence 


0.17 


4315 


AF016620 


Mus musculus Rb-8 neural cell adhesion molecule long form 
(RNCAM) mRNA, partial cds 


6.2 


4316 


AK013121 


Mus musculus 10, 11 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810421E14, full insert sequence 


1.9 


4317 


XM 033379 


Homo sapiens KIAA1607 protein (KIAA1607), mRNA 


4E-09 


4318 


AL355864 


Human DNA sequence from clone RP4-803 A2 on chromosome 1, 
complete sequence [Homo sapiens] 


1.4 
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4319 


AE001422 


Plasmodium falciparum chromosome 2, section 59 of 73 of the 
complete sequence 


0.028 


4320 


AL157437 


Homo sapiens mRNA; cDNA DKFZp434E1512 (from clone 
DKFZp434E1512); partial cds 


4.9 


4321 


U31929 


Human orphan nuclear receptor (DAX1) gene, complete cds 


5.4 


4399 


AF338875 


Hylobates moloch NAN03 cytochrome b gene, partial cds; and tRNA- 
Thr, tRNA-Pro, and tRNA-Phe genes, complete sequence; 
mitochondrial genes for mitochondrial products 


0.6 


4323 


X04502 


Human SLPI gene for secretory leukocyte protease inhibitor 


2 


4324 


U07018 


Human immunodeficiency virus type 1 SH803 (env) gene, partial cds 


0.64 


4325 


AF046143 


Homo sapiens chromosome Xp22 958-13 


0.023 


*r JXU 


U17081 


Human fatty acid binding protein (FABP3) gene, complete cds 


6 


4327 


AJ249365 


Plasmodium falciparum partial mRNA for delta-aminolevulinic acid 
dehydratase 


0.009 


439R 


AF090936 


Homo sapiens clone HQ0582 


0.006 


A^90 


X97970 


Athaliana mRNA for RNA helicase 


0.079 


4330 


XM 047794 


Homo sapiens KIAA1641 protein (KIAA1641), mRNA 


e-156 


*tj j i 


AF334172 


Zea mays clone B7 chromosome 4 centromeric region 


3.9 


4332 


AJ401041 


Human immunodeficiency virus type 1 proviral partial gpl60 gene for 
envelope protein, strain J_97DC.KTB147 


0.64 




XM 038175 


Homo sapiens KIAA0872 protein (KIAA0872), mRNA 


0.65 




Y16473 


Chlamydomonas reinhardtii chloroplast DNA for rps!8 gene, and 
orf570 


0.028 


4335 


AF190381 


Eucalyptus tetragona photosystera Q(B) protein (psbA) pseudogene 
and tRNA-His (trnH) gene, partial sequence; chloroplast genes for 
chloroplast products 


0.008 




AE006276 


Lactococcus lactis subsp. lactis IL1403 section 38 of 218 of the 
complete genome 


0.22 


tjj / 


AK020646 


Mus musculus adult male urinary bladder cDNA, RIKEN full-length 
enriched library, clone:9530077A04, full insert sequence 


2.3 


4338 


Z69666 


Human DNA sequence from cosmid 24F8 from a contig from the tip 
of the short arm of chromosome 16, spanning 2Mb of 16pl3.3. 
Contains ESTs, repeat polymorphism and CpG island 


0.018 


4339 


AF017254 


West Nile virus nonstructural protein NS5 (NS5) gene, partial cds 


0.73 


434.1 


NM 008645 


Mus musculus murinoglobulin 1 (Mugl), mRNA 


0.00009 


4342 


AF1 14927 


Saccharomyces pastorianus CBS1538 small subunit ribosomal RNA 
gene, mitochondrial gene for mitochondrial RNA, complete sequence 


0.25 


4343 


AL451057 


Human DNA sequence from clone CTD-2010K20 on chromosome 10, 
complete sequence [Homo sapiens] 


0.17 


4344 


] 

AK022875 


Efomo sapiens cDNA FLJ12813 fis, clone NT2RP2002503, weakly 
similar to ZINC FINGER PROTEIN 45 


1.7 


4345 


D10910 < 


Arabidopsis thaliana Atpk7 gene for serine/threonine protein kinase, 
:ompl3te cds 


0.61 
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X53096 


S.aureus genes encoding Sau96I DNA methyltransferase and Sau961 
restriction endonuclease 1 


0.2 




M57855 


Human protein S-beta pseudogene, exons 5 and 6 


0.2 




Z73523 


S.cerevisiae chromosome XVI reading frame ORF YPL167c 


0.065 




U67562 


Methanococcus jannaschii section 104 of 150 of the complete genome 


0.54 


4350 


Y09047 


Mmusculus pxF gene, strain 129VJ • 


0.002* 




XM 027332 


Homo sapiens ribosomal protein L36 (RPL36), mRNA 


0.0001 


4352 


AF106029 


Thomomys mazama clone 12-8 microsatellite sequence 


0.25 


4353 


AL137428 


Homo sapiens mRNA; cDNA DKFZp761N1323 (from clone 
DKFZp761N1323) 


0.028 


4354 


L81915 


Homo sapiens (subclone 1^8 from B AC H76) DNA sequence, 
complete sequence 


0.63 


/tire 


J01291 


soybean 7s seed storage protein alpha subunit mrna (b), from gmc- 
alpha'-alpha 236 


3.7 


4356 


NM 006649 


Homo sapiens serologically defined colon cancer antigen 16 
(SDCCAG16), mRNA 


0.69 


4357 


AL137635 


Homo sapiens mRNA; cDNA DKFZp434E175 (from clone 
DKFZp434E175) 


6.1 


4358 


^ Y14422 


Mmusculus DNA for retinal protein 


0.23 


4355/ 


D32056 


Human gene for 2-oxoglutarate dehydrogenase, exon 1 sequence 


6.4 


4360 


D14337 


Yeast pckl+ gene for protein kinase, complete cds 


0.085 


A 1 ^ 1 

4361 


J02756 


Mouse band 3 anion exchange protein gene, complete cds 


1.9 


4362 


XM 04874? 


Homo sapiens K1AA1223 protein (KIAA1223), mRNA 


0.69 


4363 


M97514 


Saccharomyces douglasii mitochondrial cytochrome c oxidase subunit 
I (COXI) gene, complete cds 


0.19 


4364 


D10910 


Arabidopsis thaliana Atpk7 gene for serine/threonine protein kinase, 
complete cds 


0.53 


4365 


AK015420 


Mus musculus adult male testis cDNA, RDCEN full-length enriched 
library, clone:4930448I18, full insert sequence 


0.003 


4366 


U82487 


Branchiostoma floridae engrailed protein (AmphiEn) mRNA, 
complete cds 


0.22 


4367 


AB052798 


Feline foamy virus env gene for envelope protein, complete cds, 
clonerHFFV 


0.08 


4368 


AY027174 


Arabidopsis thaliana sequence flanking 3* end of Ds-GeneTrap 
insertion from line GT2850 


0.25 


4369 


AJ298684 


Phylloxera sp. MBLM2 mitochondrial ATP6 gene for ATP synthase A 
chain subunit 6 


u.o/ 


**5 IK) 


NM 013696 


Mus musculus thyrotropin releasing hormone receptor (Trhr), mRNA 


0.000003 


4371 


AF176830 


Dictyostelium discoideum polyphosphate kinase (PPK) gene, complete 
cds 


0.83 


4372 


AB036665 


Bacteriophage WO genes, ISW1 inserted sequence, partial and 
complete cds 


0.17 


4373 


AJ310187 


Prevotella albensis dpp-IV gene for dipeptidyl peptidase IV 


1.6 


4374 


L77040 


Homo sapiens (subclone 8 ell from PI H22) DNA sequence 


0.025 
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4375 


AJ277162 


Beta vulgaris mRNA for putative Cdc2-related protein kinase CRK2 


0.009 


4376 


K02781 


Mouse PND gene encoding atrial natriuretic factor, complete cds 


0.24 


4377 


AL1 10166 


Homo sapiens mRNA; cDNA DKF2p586M1424 (from clone 
DKFZp586M1424) 


0.69 


4378 


AE006400 


Lactococcus lactis subsp. lactis IL1403 section 162 of 218 of the 
complete genome 


6.4 


4379 


AF3 10887 


Dictyostelium discoideum RacB (racB) gene, partial cds; and 
unknown gene 


0.23 


4380 


AY023357 


Oryza sativa microsatellite MRG5682 containing (TAA)X20, 
genomic sequence 


2.3 


4381 


AL133038 


Homo sapiens mRNA; cDNA DKF2p434D1835 (from clone 
DKFZp434D1835) 


0.00004 


4382 


M37760 


Mouse serine 2 ultra high sulfur protein gene, complete cds 


0.083 


4383 


AF151698 


Agrobacterium tumefaciens cryptic plasmid pAtC58 transcriptional 
repressor, GlnH homolog, GlnP/GlnQ homolog, putative 
oxidoreductase, and AgaE homolog genes, complete cds 


0.25 


4384 


X59370 


X.laevis POMC-A gene for proopiomelanocortin-A 


0.007 


4385 


AF244933 


Oryctolagus cuniculus interferon gamma precursor, mRNA, complete 
cds 


0.66 


4386 


Z69919 


Human DNA sequence from cosmid 91K3, Huntington's Disease 
Region, chromosome 4pl6.3 contains CpG island 


0.077 


4387 


AK027136 


Homo sapiens cDNA: FLJ23483 fis, clone KAIA04052 


1.7 


4388 


AK027136 


Homo sapiens cDNA: FLJ23483 fis, clone KAIA04052 


6.6 


4389 


AL589705 


Human DNA sequence from clone RP1 1-64M7 on chromosome 6, 
complete sequence [Homo sapiens] 


0.63 


4390 


AF035192 


Campylobacter rectus S-layer-RTX protein (csxB) gene, complete cds; 
tRNA-Arg gene, complete sequence; and putative histidine kinase 
gene, partial cds 


0.34 


4391 


AK021269 


Mus musculus 12 days embryo spinal cord cDNA, RIKEN full-length 
enriched library, clone:C530007A02, full insert sequence 


0.69 


4392 


XM 030404 


Homo sapiens acid phosphatase 1, soluble (ACPI), mRNA 


0.007 


4393 


BC006633 


Mus musculus, Flt3 interacting zinc finger protein 1, clone 
MGC:7201 IMAGE:3482191, mRNA, complete cds 


2 


4394 


AK009564 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310032D21, full insert sequence 


1.6 


4395 


L04802 


Silkmoth apoptosis preventing protein (p35) gene sequence 


0.21 


4396 


AB026599 


Meogerris parvulus mitochondrial gene for 16S ribosomal RNA, 
partial sequence 


0.027 


4397 


BC005581 


Mus musculus, RIKEN cDNA 2310022K15 gene, clone MGC: 11736 
IMAGE:3968615, mRNA, complete cds 


0.22 


4398 


XM 033374 


Homo sapiens myosin, heavy polypeptide 7, cardiac muscle, beta 
(MYH7), mRNA 


0.23 


4399 


U31534 


Isla Vista virus MC-SB- 1 nucleocapsid protein mRNA, complete cds 


0.54 
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4400 


XM 005318 


Homo sapiens hypothetical protein FIJI 1125 (FLJ11125), mRNA 


0.44 


4401 


U76670 


Arabidopsis thaliana recA-like protein (AtDMCl) gene, complete cds 


0.051 


4402 


AK009448 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:23 10021K08, full insert sequence 


1.6 


4403 


AY003917 


Phytophthora infestans isolate 94-52 NADH dehydrogenase subunit 4 
gene, partial cds; mitochondrial gene for mitochondrial product 


0.16 


4404 


AC084160 


Caenorhabditis elegans cosmid Y73B3B, complete sequence 


0.21 


4405 


AF330120 


Homo sapiens voltage-gated sodium channel type m alpha subunit 
(SCN3A)gene,exon4 


2.4 


4406 


AK022135 


Homo sapiens cDNAFLJ12073 fis, clone HEMBB1002387 


0.49 


4407 


AF332583 


Homo sapiens stratum corneum chymotryptic enzyme (KLK7) gene, 
complete cds, alternative transcripts 


1.7 


4408 


XM 043049 


Homo sapiens hypothetical gene supported by AL080215 
(LOC92138), mRNA 


0.7 


4409 


AK017682 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone:5730465I09, full insert sequence 


2.1 


4410 


AJ409162 


Solanum ochranthum LINE retrotransposon within partial ure gene 
for urease, exons 6-8 


0.025 


4411 


AF183584 


Papio hamadryas tyrosinase gene, exon 2 


0.24 


4412 


AK010138 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:23 1O069PO3, full insert sequence 


0.56 


4413 


AF112141 


Oryzias latipes homeodomain transcription factor (eng2) mRNA, 
complete cds 


0.021 


4414 


AK022458 


Homo sapiens cDNA FLJ12396 fis, clone MAMMA1002758 


4.9 


4415 


AK024159 


Homo sapiens cDNA FLJ14097 fis, clone MAMMA1 000760 


0.00007 


4416 


AB060834 


Macaca fascicularis brain cDNA clone:QtrA-10686, full insert 
sequence 


2.1 


4417 


AF063864 


Schizosaccharomyces pombe essential nuclear protein Mcm3p 
(mcm3+) gene, complete cds 


0.21 


4418 


AF233288 


Drosophila melanogaster WDS (wds) and egghead (egh) genes, 
complete cds 


1.3v 


4419 


AE003106 


Drosophila melanogaster genomic scaffold 142000013386018, 
complete sequence 


0.007 


4421 


AB001919 


Oryza sativa DNA for phospholipase D, complete cds 


0.23 


4422 


AF2 16290 


Mus musculus heterochromatin protein 1 alpha mRNA, complete cds 


0.66 


4423 


AF028828 


Homo sapiens Tax interaction protein 43 mRNA, partial cds 


0.18 


4424 


AFO 11446 


Mus musculus granzyme K gene, complete cds 


1.9 


4425 


AF200375 


Ceratosolen bisulcatus cytochrome oxidase subunit I (COT) gene, 
partial cds; tRNA-Leu gene, complete sequence; and cytochrome 
oxidase subunit II (COII) gene gene, partial cds; mitochondrial genes 
for mitochondrial products 


0.68 
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LulouKlF 


P VALUE 


4426 


AF328031 


Zygoballus rufipes NADH dehydrogenase subunit I (ND1) gene, 
partial cds; mitochondrial gene for mitochondrial product 


1.7 


4427 




Alouatta stramineus cytochrome b gene, partial cds; mitochondrial 
gene for mitochondrial product 


0.72 


4428 


Z73253 


S.cerevisiae chromosome XII reading frame ORF YLR081w 


0.19 


4429 


vnv/f f\ ion A/r 
IN1V1 Ulo/UO 


Homo sapiens hypothetical protein DKFZp762Ml 15 (K1AA1630), 

m T)XTA 

miuNA 


113 AO 

1E-48 


4430 


AF298209 


Dictyostelium discoideum non-LTR retrotransposon TRE5-B, 
polyprotein (gag) and group-specific antigen (pol) genes, complete cds 


0.74 


4431 


AJ27o991 


Mus museums partial mRNA for ClpX protein 


0.079 


4432 


ADU4724U 


Human endogenous retrovirus HER V-K(II) DNA, complete sequence 
and flanking region 


0.13 


4433 


L40389 


Candida giaorata bKul 1 gene, complete cds 


0.027 


4434 


K02592 


Mouse Ins DNA; cellular component that mediates integration and 
excision of polyoma virus DNA 


0.38 


4435 


D31782 


Snake (green habu) gTgTBP gene for TATA-box binding protein 


1.5 


4436 


AK019649 


Mus museums adult male testis cDNA, RIKEN full-length ennched 
library, clone:4930480H6, full insert sequence 


0.25 


4437 


U36777 


Carassius auratus aldolase C mRNA, complete cds 


0.094 


4438 


AF036690 


Caenorhabditis elegans cosmid F09C1 1 


0.72 


4439 


NM_0 12750 


Rattus norvegicus Tyrosine kinase receptor ligand 2 (Retl2), mRNA 


0.63 


4440 


M74000 


Brugia malayi myosin heavy chain gene, complete cds 


0.073 


4441 


XM_042656 


Homo sapiens LOC87 1 84 (LOC87 1 84), mRNA 


0.66 


4442 


AF335329 


Kallichroma tethys isopenicillin N synthase (pcbC) and alpha- 
aminoadipyl-cysteinyl-valine synthetase (pcbAB) genes, complete cds 


6.1 


4443 


XM_037269 


Homo sapiens region containing hypothetical protein FLJ10549; 
hypothetical protein FLJ105 17 (LOC82252), mRNA 


0.26 


4444 


AF130079 


Homo sapiens clone FLC0578 PRU2852 mRNA, complete cds 


0.24 


4445 


Aru86241 


T T ? £..11 1 j 1 " * -T^VT A _1___ *"7TN^fVIT/\ J 

Homo sapiens full length insert cDNA clone ZD29F04 


0.51 


4446 


ArzozjoJ 


Schedorhinotermes sarawakensis 16S mitochondrial ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


4.6 


4447 


Arl /UDjO 


Arabidopsis thaliana germin-like protein 7 (GLP7) gene, complete cds 


2 


4448 


AC084500 


V^atilul llaULULiS UllKtodC ^U9UUU VJJIjUIJj vVilljJIClw DCLiUCllww 


0.66 


4449 


M23360 


Trypanosoma brucei cytochrome C mRNA, partial cds 


2.1 


4450 


AF236387 


Schizosaccharomyces pombe zinc finger protein Grtl (grtl) gene, 
complete cds 


0.076 


4453 


XMJ)10610 


Homo sapiens hypothetical protein (FLJI0287), mRNA 


0.027 


4454 


AY021908 


Oryza sativa microsatellite MRG4233 containing (TA)X42, closest to 
marker C563, genomic sequence 


0.025 


4455 


AK021675 


Homo sapiens cDNA FLJ11613 fis, clone HEMBA1004012 


0.073 
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4456 


NM 030995 


Rattus norvegicus Microtubule-associated protein la (Mapla), mRNA 


1.8 


4457 


AF015298 


Human herpesvirus 6 IE-2 protein (ie2hom) gene, complete cds 


0.058 


4458 


XM 011297 


Homo sapiens hypothetical protein FLB3342 (FLB3342), mRNA 


0.0000009 


4459 


AE006714 


Sulfolobus solfataricus section 73 of 272 bf the complete genome 


0.002 | 


4460 


AE001434 


Plasmodium falciparum chromosome 2, section 71 of 73 of the 
complete sequence 


0.004 


4461 


AF068270 


Rachiphisia ou nuclear polyhedrosis virus protein-ryrosine 
phosphatase (ptp), late expression factor-2 0ef-2), occlusion matrix 
protein (polh), capsid-associated protein, and protein kinase (pkl) 
genes, complete cds; and unknown genes , 


0.027 


4462 


AK015582 


Mus musculus adult male testis cDNA, RUCEN full-length enriched 
library, clone:4930477O15, full insert sequence 


0.08 


4463 


XM 039778 


Homo sapiens HSPC047 protein (HSPC047), mRNA 


0 


4464 


S73580 


putative polymerase... capsid protein [potato aucuba mosaic potexvinis 
PAMV, Genomic RNA Complete, 6 genes, 7059 nt] 


0.071 


4465 


XM 016858 


Homo sapiens LOC87857 (LOC87857), mRNA 


3E-13 


4466 


AE004427 


Vibrio cholerae chromosome n, section 84 of 93 of the complete 
chromosome 


0.69 


4467 


AK025346 


Homo sapiens cDNA: FLJ21693 fis, clone COL09609 


4.9 


4468 


U89926 


Drosophila melanogaster cut gene, partial sequence 


0.22 


4469 


X57171 


D.caryophyllus CARSR12 gene 


2 


4470 


L36434 


Mus Musculus basic domain/Ieucine zipper transcription factor 
mRNA, 3' end of cds 


2 


4471 


AF1 15469 


Arabidopsis thaliana cultivar Landsberg erecta Arac2 (Arac2) gene, 
complete cds 


1.9 


4472 


AB063169 


Petunia x hybrida tazl gene for tapetum-specific zinc finger protein 1, 
promoter region and partial cds 


0.64 


4473 


L41691 


Bos taums (clones L6, C15, C12, C8, C9, C17, C19, C12, C18, C5, 
C6, C3, C13, C10, C47) mRNA, V end of cds 


0.47 


4474 


U61463 


Human myosin VHa (MY07A) gene, 5' exon 36 


0.0007 


4475 


NM 008992 


Mus musculus ATP-binding cassette, sub-family D (ALD), member 4 
(Abcd4), mRNA 


1.9 


4476 


XM 050942 


Homo sapiens ribosomal protein L6 (RPL6), mRNA 


0.00009 


4477 


AK005146 


Mus musculus adult male cerebellum cDNA, RIKEN full-length 
enriched library, clone: 1500004F14, full insert sequence 


0.71 


4478 


AF345089 


Hepatitis C virus isolate SCpreSC2cl4 nonfunctional polyprotein 
gene, partial sequence 


0.71 


4479 


AK008812 


Mus musculus adult male stomach cDNA, RIKEN full-length 
enriched library, clone:2210403E17, full insert sequence 


6.4 


4480 


XM 006983 


Homo sapiens A kinase (PRKA) anchor protein 3 (AKAP3), mRNA 


1.6 


4481 


X06438 


Soybean leghaemoglobin gene lba promoter region 


0.19 


4482 


AF020051 


Blackcurrant reversion virus RNA2 polyprotein mRNA, complete cds 


0.71 
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4483 


XM 051560 


Homo sapiens peroxisome proliferative activated receptor, gamma 
(PPARG), mRNA 


0.6 


4484 


AB023481 


Cyprinus carpio mRNA for mitogen activated protein (MAP) kinase 
p38, complete cds 


6.3 


4485 


AJ250933 


Homo sapiens partial SIP1 gene for survival interacting protein 1, 
exons 3-4 


2.2 


4486 


XM 039989 


Homo sapiens microfibrillar-associated protein 3 (MFAP3), mRNA 


0.69 


4487 


XM 047554 


Homo saniens similar to KIAA1473 nrotein (TL saniens) fl/)C92830 , l 
mRNA • 


6.7 


4488 


AB042411 


Homo sapiens strg gene for striatum-specific G potein-coupled 
receptor, complete cds 


2 


4489 


XM 035221 


Homo sapiens ancient ubiquitous protein 1 (AUP1), mRNA 


0.16 


4490 


D 14061 


Schizosaccharomyces pombe mRNA for ORF 


0.015 


4491 


AE001426 


Plasmodium falciDarum chromosome 2 section 63 of 73 of the 
complete sequence 


0.074 


4492 


M18349 


Rat leukocyte common antigen (L-CA) gene, exons 1 through 5 


0.16 


4493 


AF020726 


Tetrahymena thermophila phosphoglucomutase (PGM1) gene, 
complete cds 


0.058 


4494 


M80241 


Caenorhabditis elegans unc-6 gene, complete cds 


2.1 


4495 


U67234 


Human clone HS5.29 Alu-Ya5 sequence 


0.083 


4496 


AK000864 


Homo sapiens cDNA FLJ10002 fis, clone HEMBA1000046 


0.00001 


4498 


AK024393 


Homo sapiens cDNA FLJ14331 fis, clone PLACE4000320 


0.064 


4499 


AF071754 


Mus musculus DNA cytosine methyltransferase mRNA 


0.21 


4500 


XM 047325 


Homo sapiens hypothetical protein LOC57187 (LOC57187); mRNA 


o 


4501 


XM_043434 


Homo sapiens villin-like (VILL), mRNA 


1.8 


4502 


NM 032675 


Homo sapiens hypothetical protein MGC 10954 (MGC 10954), mRNA 


0.0008 


4503 


AL589203 


Human DNA sequence from clone RP11-391F23 on chromosome 6, 
complete sequence [Homo sapiens] 


0.0003 


4504 


M86544 


Cow prostaglandin F synthetase II (PGFSII) mRNA, complete cds 


0.66 


4505 


AF339782 


Homo sapiens clone IMAGE: 187 1856, mRNA sequence 


0 v 


4506 


Z74196 


S.cerevisiae chromosome IV reading frame ORF YDL148c 


6.2 


4507 


AF012751 


Danio rerio olfactory receptor protein 2.4 mRNA, complete cds 


6.8 


4508 


AF184796 


Arabidopsis thaliana inhibitor tagged site ITS29 genomic sequence 


1 


4509 


AE006187 


Pasteurella multocida PM70 section 154 of 204 of the complete 
genome 


1.8 


4510 


AJ272171 


Podospora anserina degenerate gypsy-like retrotransposon Yeti 


0.074 | 


4511 


AK024656 


Homo sapiens cDNA: FLJ21003 fis, clone CAE03685 


1E-90 


4512 


NC 002629 


Lithobius forficatus mitochondrion, complete genome 


0.066 


4513 


X87205 


M.fascicularis mRNA for metalloprotease-like, disintegrin-like 
protein, IVa ' 


4.9 
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4514 


XM 011595 


Homo sapiens CDC10 (cell division cycle 10, S. cerevisiae, homolog) 
(CDC10), mRNA 


5E-47 


4515 


AK021537 


Homo sapiens cDNA FIJI 1475 fis, clone HEMBA1001734, 
moderately similar to CADHERIN-11 PRECURSOR 


0.068 


4516 


AB044877 


Equus caballusDNA, microsatellite TKY377 


0.076 


4517 


AC079391 


Homo sapiens clone CTD-2243M11, complete sequence 


0.00001 


4518 


AK000932 


Homo sapiens cDNA FLJ10070 fis, clone HEMBA1001581 


0 


4519 


AE001376 


Plasmodium falciparum chromosome 2, section 13 of 73 of the 
complete sequence 


0.24 


4520 


XM_040095 


Homo sapiens hypothetical protein (DKFZP434G0310), mRNA 


1.8 


4521 


AF224317 


Galius gallus Frizzled-7 (cFz-7) mRNA, complete cds 


1.5 


4522 


AE001155 


Borrelia burgdorferi (section 41 of 70) of the complete genome 


2 


4523 


AJ313130 


Medicago truncatula transposon (CACTA type), clone 65K06 


2 


4524 


AF020187 


Amblyomma americanum ecdsyteroid receptor (AamEcRAl) mRNA, 
complete cds 


6.3 


4525 


AP000249 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:B762015, complete sequence 


2E-19 


4526 


AF218380 


Mus musculus CBLN3 (Cbln3) gene, complete cds 


0.69 


4527 


AP000601 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: MJL14 


0.029 


4528 


AE001140 


Borrelia burgdorferi (section 26 of 70) of the complete genome 


0.64 


4529 


AL358852 


Human DNA seauence from clone RP1-317N9 on chromosome 6. 
complete sequence [Homo sapiens] 


2.2 


4530 


MM 024596 


Homo sapiens hypothetical protein FLJ12847 (FLJ12847), mRNA 


0.82 


4531 


X12918 


Human Na+,K+ ATPase gene part of intron XVI (alpha in isofonn) 


0.0003 


4532 


AF298180 


Caenorhabditis elegans tropomyosin isoform IV mRNA, complete cds 


0.57 


4533 


M21590 


M.mycoides capri Gly-tRNA gene 


0.48 


4534 


AF250227 


Homo sapiens adenylyl cyclase type VI gene, partial cds 


0.19 


4535 


Z36061 


S.cerevisiae chromosome II reading frame ORF YBR192w 


0.071 


4536 


AF006510 


TfnAnonnt* nicifrirmtc Ift^ rilmcfimal RMA opnp ivirrijil CP/titPnrc* 

internal transcribed spacer 1, 5.8S ribosomal RNA gene and internal 
transcribed soacer 2 comDlete seouence and 26 S ribosomal RNA 
gene, partial sequence 


- 

0.08 


4537 


D88262 


Pisum sativum PsCHS5 gene for chalcone synthase, complete cds 


0.075 


4538 


L31504 


Neurospora crassa cytoplasmic dynein heavy chain (ro-1) gene, 
complete cds 


2.3 


4539 


S81605 


S100 beta =neural calcium binding protein beta subunit {5* region} 
[rats, Genomic, 2279 nt] 


0.66 


4540 


X95275 


P.falciparum complete gene map of plastid-like DNA (IR-A) 


0.23 


4541 


U18868 


Squalus acanthi as multifunctional protein CAD mRNA, complete cds 


0.024 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 




DESCRBP 


P VALUE 


4542 


AF184835 


1 

Arabidopsis thaliana inhibitor tagged site ITS68 genomic sequence 


0.71 


4543 


AT £ t T>1> CA 

AL5 13350 


Human DNA sequence from clone RP1 1-509D8 on chromosome 9, 
complete sequence [Homo sapiens] 


0.64 


4544 


Z68107 


Caenorhabditis elegans cosmid F48C5, complete sequence 


2 


4545 


AK002184 


Homo sapiens cDNA FLJ11322 fis, clone PLACE1010329 


0.71 


4546 


U00025 


Caenorhabditis elegans cosmid PAR2, complete sequence 


0.46 


4547 


U39548 


Meloidogyne artiellia mtcuticline-1 gene, 5' upstream region 


0.64 


4548 


AK024271 


Homo sapiens cDNA FLJ14209 fis, clone NT2RP3003346 


0.0003 


4549 


AF248989 


Arabidopsis griffithiana chalcone synthase gene, promoter region and 
partial cds 


0.3 


4550 


AF081208 


Monoclea gottschei subsp. gottschei tRNA-Thr/tRNA-Leu intergenic 
spacer, partial chloroplast sequence 


0.009 


4551 


XM__002770 


Homo sapiens hypothetical protein (FU10996), mRNA 


5.8 


4552 


AF035672 


Mus musculus MHC class I related protein 1 (MR1) gene, complete 
cds 


1.1 


4553 


AF374466 


Macrobrachium intermedium 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


5.9 


4554 


S80559 


pdm-2=POU domain gene [Drosophila melanogaster, mRNA, 2171 
nt] 


0.009 


4555 


AY029489 


Homo sapiens aminophospholipid-transporting ATPase (ATP10C) 
gene, exon 3 


1E-89 


4556 


NM 026255 


Mus musculus RDCEN cDNA 4930433D19 gene (4930433D19Rik), 
mRNA 


2.2 


4557 


AJ276163 


Homo sapiens partial GDH gene for uridine diphospha-glucose 
dehydrogenase, exons 8-11 


0.0002 


4558 


NC 001566 


Apis mellifera hgustica mitochondrion, complete genome 


0.19 


4559 


BC003453 


Mus musculus, calreticulin, clone MGC:6209 IMAGE:2655918, 
mRNA, complete cds 


2 


4560 


XM 048784 


Homo sapiens mature T-cell proliferation 1 (MTCP1), mRNA 


0.62 


4561 


AF1 19845 


Homo sapiens PRO1304 mRNA, complete cds 


0.01 


4562 


AF251477 


Plasmodium berghei glutathione reductase gene, partial cds 


0.053 


4563 


XM 018443 


Homo sapiens ATPase, Na+/K+ transporting, beta 3 polypeptide 
(ATP1B3), mRNA 


2 


4564 


AF145282 


Trichomonas vaginalis calcium motive P-type ATPase (CA-2) gene, 
partial cds 


0.11 


4565 


AF280548 


Homo sapiens neuropiun-1 (NRP1) gene, exons 1, 2, and partial cds 


2.1 


4566 




xjucmicra sp. ato pjdsirua pi-^cu, coinpieie sequenwc 




4567 


AJ238613 


GaJlus gallus mRNA for teneurin-1 


0.61 


4568 


Y08926 


P.falciparum mRNA for AARP1 protein, partial 


0.21 


4569 


Z86105 


A.thermophilum celA gene and manA pseudogene 


0.69 


4570 


AL583902 


S.pombe chromosome I pi p32A8 


1.1 1 


4571 


AL358951 


Human DNA sequence from clone RP3-456L16 on chromosome 6, 
complete sequence [Homo sapiens] 


0.072 


4572 


AJ001164 


Drosophila melanogaster additional sex combs cDNA sequence 


0J 
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Table 3A, Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRP 


P VALUE 


4573 


AF301004 


Schistosoma mansoni thioredoxin peroxidase 3 (TPx3) gene, complete 
cds 


0.19 


4574 


AF276995 


Xenopus laevis homeobox protein Six4.2 (Six4.2) gene, partial cds 


2 


4575 


BC007465 


Homo sapiens, clone IMAGE:3828547, mRNA 


0.00002 


4576 


AL589824 


Human DNA sequence from clone RP1 1-76G1 1 on chromosome X, 
complete sequence (Homo sapiens] 


0.17 


4577 


AF151171 


Ornithorhynchus anatinus mannose 6-phosphate/insulin-like growth 
factor 2 receptor (M6p/Igf2r) gene, exons 2 and 3 and partial cds 


0.67 


4578 


AK000883 


Homo sapiens cDNA FLJ10021 fis, clone HEMBA1000568 


0 


4579 


XM 016630 


Homo sapiens KIAA1046 protein (KIAA1046), mRNA 


LI 


4580 


NM 015906 


Homo sapiens transcriptional intermediary factor 1 gamma 
fTTFl GAMMAS transcrint variant aloha. mRNA 


2 


4581 


AF274053 


Xenopus laevis maxi-K potassium channel alpha subunit Slo mRNA, 
complete cds 


0.19 


4582 


AB035874 


PcpnHnr<»(rma r»#»nH1pVniTvi mitrtrfinnHrtsil opnpc fnr cmull ciihunit 
ST aCUUUICglllcl pciiuicuui yi luiiuciiuiiuiicu gtiicb xui piuaii ouuuiiil 

rR*WA tPNA-Vnl larpp oifmnit rRNA nnrtial anrl cnmnlete 

IXvi^/x, LEVIN r\ Vol, lalgv MlUUiUI IXvJLl/x^ paiuai CUJU WUipivlb 


0.003 


4583 


AF277081 


Ajellomyces dermatitidis strain 104 blastomyces yeast phase-specific 
protein 1 (bysl) gene, complete cds 


0.26 


4584 


AF334561 


Homo sapiens chromosome Y landmark: proximal external boundary 
of P7 VCY inverted reneat 


0.69 


4585 


X55197 


P voelii YEL6 eene for ATPase 

l . JUvUI A Jiil *v gwllw *v< fill Wwv 


0.23 


4586 


L32141 


Mitochondrion Lymantria dispar ribosomal RNA large subunit 


0.008 


4587 


AF272001 


Ebola virus subtype Zaire strain Mayinga complete genome 


1.5 j 


4588 


AE004405 


Vibrio cholerae chromosome IL section 62 of 93 of the conrolete 

T AKJH\J vllVlvIUv Will vlMVtfUlUV 1*, 0VVUV1I VI ✓ «/ VI Ulv wiuyiwiw 

chromosome 


1.9 


4589 


XM 010966 


Homo sapiens debranching enzyme (S. Cerevisiae) homolog 1 
(DBR1), mRNA 


2 


4591 


U68246 


Dictyostelium discoideum WacA (wacA) gene, complete cds 


0.002 


4592 


XM 047617 


Homo sapiens KIAA1349 protein (KIAA1349), mRNA 


0.027 


4593 


AK003428 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 11 10004 J07, full insert sequence 


2.2 


4594 


XM 029072 


Homo sapiens LOC89256 (LOC89256), mRNA 


0.009 


4595 


L43549 


Buchnera aphidicola aspartyl-tRNA synthetase (aspS), thioredoxin 
reductase (trxB), seryl-tRNA synthase (serS), phosphoserine 
aminotransferase (serC), 3^nolpyruvylshikimate-5-phosphate 
synthetase (aroA), ribosomal protein SI (rpsA), integration hostfa> 


0.21 


4596 


AK023907 


Homo sapiens cDNA FLJ13845 fis, clone THYRO1000815 


0 


4598 


AB042649 


Watermelon spotted wilt vims nss, np genes for non-structural, 
nucleocapsid protein, complete cds, isolate: WS-0 


0.024 


4599 


D85547 


Bacillus sp. DNA for cytochrome c oxidase subunit 1,0 and m, 
complete and partial cds 


0.23 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQED 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4600 


L29252 


Human (clone D13-2) L-iditol-2 dehydrogenase gene, exon 4, exon 5, 
exon 6 and exon 7 


2E-08 


4601 


AE003872 


Xylella fastidiosa 9a5c, section 18 of 229 of the complete genome 


1.5 


4602 


U29924 


Human AMP deaminase (AJMPD3) gene, exon 12 


0.0003 


4603 


AE000653 


Helicobacter pylori 26695 section 131 of 134 of the complete genome 


0.75 


4605 


AP001235 


Homo sapiens genomic DNA> chromosome 2pl 1.2, clone:cos607/7B8 


0.024 


4606 


AF207725 


Mustela lutreola isolate D23 mitochondrial D-loop, partial sequence 


0.028 


4607 


AE007377 


Streptococcus pneumoniae section 60 of 194 of the complete genome 


0.083 


4608 


XMJH8430 


Homo sapiens LOC88330 (LOC88330), mRNA 


4E-27 | 


4609 


AF273674 


Plasmodium falciparum DNA-denendent RNA nolvmerase fTRNAPI 
gene, complete cds; nuclear gene for probable mitochondrial product 


0.002 


4610 


AY018919 


Orvza sativa microsatellite MRG1244 containing (ATiXH genomic 
sequence 


6.7 


4611 


AB025642 


Axabidonsis thaliana eenomic DMA chromosome S RAP 
clone:T32G24 


2.1 


4612 


X59275 


D.melanogaster mRNA for posterior sex combs 


0.68 


4613 


AF052959 


Homo saDiens tvoe XV collagen ( COL 15 A 1^ cene exon 6 


0.71 


4614 


U32730 


Haemophilus influenzae Rd section 45 of 163 of the comnlete eenome 


0.025 


4615 


AF2 12976 


Bolitoglossa mexicana isolate MEX_6C cytochrome b gene, partial 
cds; mitochondrial gene for mitochondrial product 


0.076 


4616 


AF031493 


Cancer matrister molt-inhibitinp hormone nrecnr^OT mRNA comnlete 
cds 


0.22 


4617 


AJ245965 


Danio rerio mRNA for pbxy homeodomain protein (pbxy gene) 


0.068 


4618 


XM__031524 


Homo sapiens AF15ql4 protein (AF15Q14), mRNA 


0 


4619 


AL096876 


S.pombe chromosome H cosmid c418 


0.001 


4620 


XM 051190 


Homo sapiens similar to frizzled (Drosophila) homolog 4 (H. sapiens) 
(LOC93401), mRNA 


6 


4621 


XM 005411 


Homo sapiens interferon, omega 1 (IFNW1), mRNA 


0.22 


4622 


Z50156 


D.discoideum gene for 34 kD actin binding protein 


0.027 


4623 


BC006182 


Homo sapiens, Similar to calmodulin 2 (phosphprylase kinase, delta), 
clone MGC:715 rMAGE:3528814, mRNA, complete cds 


2 


4624 


AF106933 


Drosophila melanogaster plexin B (plexB) mRNA, complete cds 


0.66 . 


4625 


U44392 


Human Down Syndrome region of chromosome 21, clone A12H1- 
1G10 


0.077 


4626 


AF145452 


Arabidopsis thaliana branched chain alpha-keto acid dehydrogenase 
El beta subunit (din4) mRNA, complete cds; nuclear gene for 
mitochondrial product 


6.3 


4627 


AE006315 


Lactococcus lactis subsp. lactis IL1403 section 77 of 218 of the 
complete genome 


0.62 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQDP 
NO 


ACCESSN 


DESCRIP 


P VAT TTR 


4628 


X55978 


T. brucei ESAG 8 gene for a leucine-rich repeat family protein 


0.24 


4629 


U41529 


r!aenorhahdifi<! elepfln*; co^miri FfiAP^ 

V/flWliUi llOVUiUS vlvKCUlu vwOllUU JLViu J 


o so 

V.J7 


4630 


YM 039502 

-/V1VJ. UJ -7./V/A 


nuiiiu sapiens dbbULiaicu inuiccuic wiui uic uuj uoindin oi o l am 




4631 


AF141650 


Nyctalus noctula microsatellite P223 sequence 


L5 


4633 


AT 0Q6RR7 


jiuiudii L/iN/i sequence ireun cione rvro-iJAi^io on cnxomosoiiie 
wijao. i "z. / . j, cuiupicic sequence (iiuinu sapiens j 


V.vA 


4634 


AL137458 


nuiiiu sdpiciib nuviN/\, cl/in/\ i^rwr^i/p^j*+iz»zZiti ^iroin cione 
DKFZp434E2221) 


0.074 


4635 


AF0099Q9 


flilnrnvHin TniiriHamm epptinn OA nf nf* tV>p rviTvmlptp apnnmp 

^lUdilljUJa iUUllUdlLUil, DCUUUil Art Ui. 0-» Ul LUv wViillJpiwlw gCHUlUC ; 


5 1 


4636 


XM_048200 


Homo sapiens KIAA0276 protein (K1AA0276), mRNA 


5.4 


4637 


AF017041 


L/i\*Vf 'uaicuuin uiscoiueum Lt i rv-reiru iraiisposoii o Kipper, pdxudi 
genomic sequence, 5* end 


0.16 


4638 


ZjjooJj 


faprinrVisiKriitic pIpoqtic ^acttiiH T3HR AO /vwrif^lptp cp/nipn/^A 
V^aCliUliloUUlUd CiCgdllo CUollliU AvOAX, CUllipiClC dCI|UvI1vC i 


5 7 


4639 


XMJH7899 


Homo sapiens LOC89635 (LOC89635), mRNA 


o ! 


4640 




Mus rnuscujus, oinuiar 10 kuvcin cujna jzju4uxxnuj gene, cione 

TWfnP'^QOfi T\>TAfVF'76fSR07 mPMA rnmnlpfp rHc 


7 

A 


4641 




Lycopersicon esculentum MADS-box transcription factor jointless 
gene, complete cus 


0 61 - 


4642 


AK018612 


ivius museums duun maie cecum curx/i, ivlivxiin luii-ieugui ciuicucu 
library, clone:9130011Lll, full insert sequence 


1.9 


4643 




oirepiococcus pyogenes jvli uao sixain or j /u, secuon 7/ oi 10/ oi 
me complete genome 




4644 


AF057019 


Dictyostelium discoideum interaptin (abpD) gene, complete cds 


0.67 


4645 


XM010198 


Homo sapiens immune dysregulation, polyendocrinopathy, 
enteropathy, X-linked (IPEX), mRNA 


5E-29 


4646 




Kanus norvegicus ouier memorane protein ivjmp^jj, dikina 


1F.11 


4647 


UUo4D0 


HTV-1 isolate 965 clone 26 from Malawi, envelope glycoprotein (env) 

/tana nifflll S*/fc 

gene, paruai cos 


0 77 

V. / A 


4648 


t\l\AJZJJ\J i i 


Wnmn canipnc rHNA VI T1"*747 fic rlnnp nVAPPinOO*»7R ! 

nomo sdpicii& LLtrsfx rLJ 1 jzhz lis, eionc v/v/xivv^iuuu^/o 




4649 


TT?0Rm 

■ UZUOUj 


Gallus gallus fibrinogen alpha and alpha-E subunit gene, exons 5 and 
o, dnu coinpieic cus 101 oipnd dnu oipnarc suuuiuis 


7 

A 


4650 


AF189768 


nomo Sapiens leuKucyic lmmiwogiouuiin-ii&e recepior j \jujjsjj geuc, 
complete cds 


0.025 


4651 


AK007614 


ivius mubcuiub duuii iiidie Kiuney uL'Ina, iuajjon luii-ieiigui eiuiuicu 
lihrnrv rlnnP'OfilOOl 9K1 S fiill incprt cpnnpnr*» 

liUlaljr, UUllC.vUX VIU i AH Jl J| 1UJL1 1113d I awV^UCllbw 


2.1 


4652 


AF0 10568 


PlacmoHinm ■falHt^ariiTTi iniprncntpllitp TARfl cp/iiienpp • 

x ldolilUlXlUlll laivipal Uill UUWJ USaLClIllv irtOU ovUUWUWt 


0.05 


4653 


AF042283 


Schizosaccharomyces pombe sulfide dehydrogenase (hmt2) gene, 
complete cds 


0.63 


4654 


Y16262 


Daucus carota mRNA for neutral invertase 


0.22 


4655 


XM_035796 


Homo sapiens hypothetical gene supported by AF001893; AH005586 
(LOC91063), mRNA 


1.5 


4656 


AB008565 


Homo sapiens gene for deoxylribonuclease n, S-upstream region 


0.73 


4657 


Y17275 


Lycopersicon esculentum p69a gene, complete CDS 


0.51 


4658 


X03100 


Human HLA-SB(DP) alpha gene 


0.23 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4659 


AL121822 


xiuman lhna sequence rrom clone 346P1 1 on chromosome Xq21.2- 
21.33, complete sequence [Homo sapiens] 


1E-08 


4660 


rVJDUuiol J 


inermoioga manuma section 125 of 136 of the complete genome 


0.18 


4661 


f\l\\J\J t *DDj 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
norary, cione.tzuuuuzUZ2, lull insert sequence 


0.61 


4662 


AJ387942 


Fagonia cretica chloroplast tRNA-Leu intron and tniL-trnF intergenic 
spacer 


0.6 


4663 


AB053560 


Carabus venustus subsp. liaoningensis mitochondrial gene for NADH 
dehydrogenase subunit 5, partial cds, isolate:73-MoVe99LB02 


0.027 


4664 


Z78708 


Ksapiens flow-sorted chromosome 6 Hindm fragment, SC6pA14H12 


2E-63 


4665 




Plasmodium falciparum microsatellite TA73 sequence 


0.16 


4666 




Mus musculus Chetk-alpha gene for choline/ethanolamine kinase- 
alpha, exon 4, 5, 6, 7, 8 


0.73 


4667 


L,/ /UJO 


Homo sapiens (subclone 5_d9 from PI HI 9) DNA sequence 


0.007 


4668 


U23037 


Oryctolagus cuniculus eukaryotic initiation factor 2B-epsilon mRNA, 
complete cds 


2.3 


4669 


AYU31V67 


HIV-1 isolate NC5413-1999 from USA pol polyprotein (pol) gene, 
partial cds 


- 

0.67 1 


4670 


AF026069 


Homo sapiens phosphomevalonate kinase (HUMPMKI) gene, partial 
cds 


6.1 


4671 


XM_UU5151 


Homo sapiens RecQ protein-like 4 (RECQL4), mRNA 


6.1 


4672 


M34662 


Human chaperonin (HSP60) non-functional pseudogene 2 


5.3 


4674 


AF009255 


Homo sapiens putative chloride channel gene (CLCN6), exons 14, 15, 
16, and 17 


2.1 


4675 




Homo sapiens KrCMl 2oVbl3 CD21 gene, partial cds 


0.00004 


4676 


NC 002087 


Plasmid pRL765, complete sequence 


0.7 


4677 


AF270613 


Homo sapiens clone 5qtel_ctg0024_cl03t3c80t7_stelrpt sequence 


0.078 


4678 


AP001467 


Homo sapiens genomic DNA, chromosome 21q22.3, 
clone:21B27A14, telomere region, complete sequence 


0.000001 


4679 


AY026945 


Rattus norvegicus T:G mismatch thymine glycosylase mRNA, 
complete cds 


2.1 


4680 


NM 017783 


Homo sapiens hypothetical protein FLJ20357 (FLJ20357), mRNA 


0.67 


4681 


Z57523 


ri. sapiens ^pvj ibidiiu u±yt\ genomic xvisei rragrnenr, cione lozuy, 
reverse read cpgl82d9.rtlb 


3E-55 


4682 


U11761 


Cryptosporidium parvum KSU-1 heat shock 70 kDa protein (hsp70) 
gene, complete cds 


0.076 


4683 


AF142642 


Picea abies isolate D nadl gene, intron b/c; mitochondrial gene for 
mitochondrial product 


0.08 


4684 


XM 018315 


Homo sapiens hypothetical protein FLJ12078 (FLJ12078), mRNA 


0.64 



386 



BNSDOCID: <WO 02145O0A2_l_> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4685 


U60297 


Gallus gallus DNA polymerase gamma mRNA, nuclear gene 
encoding mitochondrial protein, partial cds 


0.65 


4686 


M17837 


D.melanogaster (strain Ja-F) alcohol dehydrogenase gene (allele Adh- 
F), complete cds 


0.08 


4687 


X17265 


Human germline kappa-immunoglobulin variable region (V-kappa-D) 
gene Vcc 


0.25 


4688 


XM 030896 


Homo sapiens similar to hypothetical protein MGC5384 (R sapiens) 
(LOC90321), mRNA 


7E-32 


4689 


AF083064 


Mus musculus paxillin-like protein (Hic5) gene, complete cds 


e-103 


4690 


X57248 


L.helveticus galK, galT and galM genes for galactokinase, galactose-1- 
P uridyl transferase and mutarotase, partial cds 


0.003 


4692 


AF074020 


Mus musculus integral membrane protein 2 A (Itm2a) gene, complete 
cds 


0.059 


4693 


D 17668 


Clostridium senticum gene for aloha-toxin, comnlete cds 


0.08 


4694 


AF089042 


Molothrus badius cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.076 


4695 


AK004553 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 1200002022, full insert sequence 


0.63 


4696 


AF047579 


Bacillus thuringiensis insecticidal crystal protein (NRcry V) gene, 
complete cds 


0.69 


4697 


AF049489 


Cards familiaris factor VIII mRNA, complete cds 


6.3 


4698 


X57599 


S xvlosus xv I vvl A. yvIR penes for Xvl rpnrpQQnr wlnsp icnmpracp 

xylulokinase 


0.024 


4699 


L04873 


Mus musculus cvstic fibrosis trflnsmemfvranp rppiilatnr fCKl'k^ pptip 

exon 1, and upstream region 


0.25 


4700 


XM_041483 


Homo sapiens hypothetical protein MGC15827 (MGC15827), mRNA 


2.2 


4701 


U30355 


Plocamium cartilagineum complete internal transcribed spacer region 
including ITS 1, 5.8s rDNA and ITS 2 


0.082 


4702 


AF346599 


Gallus callus mvostatin (MSTN) eene exons 1 2 and 3 and comnlete 
cds 


1.8 


4703 


XM_007118 


Homo sapiens A kinase (PRKA) anchor protein 1 1 (AKAP1 1), mRNA 


6.2 


4704 


XM 042395 


Homo sapiens superkiller viralicidic activity 2 (S. cerevisiae homolog)- 
like (SKJV2L), mRNA 


3.5 


4705 


Z78791 


H.sapiens flow-sorted chromosome 6 HindlU fragment, SC6pA16H6 


2E-08 


4706 


AE006402 


Lactococcus lactis subsp. lactis IL1403 section 164 of 218 of the 
complete genome 


0.7 


4707 


X97876 


H.sapiens EP4 prostaglandin receptor pseudogene C17 


6.6 


4708 


AP001438 


Homo sapiens genomic DNA, chromosome 21q22.2, c!one:T695, 
LB7T-ERG region, complete sequence 


0.0001 


4709 


XM 049375 


Homo sapiens WW domain binding protein 4 (formin binding protein 
21)(WBP4),mRNA 


3E-16 


4710 


AB016828 


Luehdorfia longicaudata mitochondrial ND5 gene for NADH 
dehydrogenase subunit 5, partial cds 


0.45 
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SEQID 
1 NO 






P VALUE 


4711 




Dovrne nerpesvinis *r j.i-kd itikna* 


0.64 


4712 


rVTUU 1HJO 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:T695, 
j_d / 1 -cKvj region, complete sequence 


0.00003 


4713 


/iruuu J / o 


Arabidopsis thaliana genomic DNA, chromosome 5, BAC 
cione. i *tv/LD 


0.24 


4714 




jiomo sapiens cione urii-ii /Hy, complete sequence 


0.009 


4715 


70'IQA'X 


riuiuaxi jjiNA sequence irom cosmiu uzj jriJ on cnromosome A 


O.OOo 


4716 


AJ132901 


Drosophila guanche mitochondrial A+T-rich region 


0.052 


4717 




L>aciococcus lacus suosp. lactis ili4uj section 5 J ox zio ot trie 
complete genome 


A OA 


4718 




Rattus norvegicus protein kinase WNK1 (WNK1) mRNA, complete 
cds 


6.1 


4720 


Z73524 


S.cerevisiae chromosome XVI reading frame ORF YPL168w 


0.072 


4721 


AT 14z4o*f 


Sebastes m el an ops micros a tel lite Sme2 sequence 


A 1 A 

0.19 


4722 




D. melanogaster DNA for a region 3 ' to the white gene, corresponding 
lo ine rw-iNUr insertion site in ici4o 


2 


4723 




H. sapiens HLA-DRB pseudogene, repeat region; 


0.55 


4724 




Plasmodium vivax clone C19b thrombospondin-related adhesive 
protein gene, partial cds 


2.1 


4725 


XM 017198 


Homo sapiens hypothetical protein FLJ 12085 (FLJ 12085), mRNA 


1E-35 


4726 


AJ408943 


Homo sapiens chromosomal breakpoint fragment derivative 1 1, 
MLL/AF4 fusion, patient UPN051 


0.001 


4727 


XM_050754 


Homo sapiens KIAA1594 protein (KIAA1594), mRNA 


0.5 


4728 


Ab002V3o 


Drosophila melanogaster genomic scaffold 142000013385520, 
complete sequence 


0.008 


4729 


a rrtrti ion 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 
complete sequence 


0.21 


4730 


AK000109 


Homo sapiens cDNA FLJ20102 fis, clone COL04783 


2.1 


4731 


AF163325 


Trichoderma harzianum mitochondrial plasmid pThrl, complete 
plasmid sequence 


0.028 


4732 


AL137277 


Homo sapiens mRNA, cDNA DKFZp434M1114 (from clone 
DKFZp434M1114) 


1.9 


4733 


U43145 


Plasmodium chabaudi repeat organellar protein gene, complete cds 


0.64 


4734 


X71875 


H.sapiens gene for protein serine kinase PSK-H1, first coding exon 


1.7 


4735 


AE001479 


-Helicobacter pylon, strain jysj section 40 ol 132 01 the complete 
genome 


0.74 


4736 


M29586 


Elops saurus Ig germline H-chain pseudogene V-region, partial cds 


0.66 


4737 


AK020838 


Mus musculus adult retina cDNA, RKEN full-length enriched 
library, clone: A930009F24, full insert sequence 


0.025 


4738 


AB038343 


Melon yellow spot virus NSs and N genes for nonstructural protein 
and nucleoprotein, complete cds, isolate:Tospo-melo 


0.68 


4739 


AB005130 


Candida maltosa gene for EPD1, complete cds 


0.25 
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SEQID 
NO 


A PPT? C CXT 


DJEoLRIP 


P VALUE 


4740 


ATJOlDol 


Araoiaopsis tnaliana AT4g35320/F23E12 120 gene, complete cds 


1.9 


4741 




o.cerevisiae cnxomosome XV reading frame ORF YOR124c 


0.025 , 


4742 


U17681 


Human neurofibromatosis 1 (NF1) gene, exons 16, 17, 18 and 19a 


0.45 


4743 


AlvUz2>U4o 


Homo sapiens cDNA: FLJ21395 fis, clone COL03557 


0.66 


4744 


AF198444 


Homo sapiens 10q21 mRNA sequence 1 


0.008 


4745 




Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 175 
oi zyu 


0.71 


4746 


X74784 


M.musculus mk2e mRNA 


0.17 


4747 


ABQ29480 


Oryzias latipes gene for Y3 olfactory receptor, complete cds 


0.077 


4749 


ArU72y32 


Medicago sativa cold acclimation responsive protein CAR1 (CAR1) 

_^.T^ *k T A nn urn 1 nl m 

mKN A, complete cds 


0.66 


4750 


A 171 *7£AC/£ 

Arl7o05o 


Capitonus sp. 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.009 


4751 


A03366 


Bovine spleen trypsin inhibitor II (SI) gene 


0.12 


4752 


L2295 1 


Human immunodeficiency virus type 1 (UG275) proviral DNA 
encoding env, tat, vpu, rev, and nef genes 


0.23 


4753 


U95851 


Amblyomma darwini 12S ribosomal RNA gene, mitochondrial gene 
for mitochondrial RNA, partial sequence 


5.4 


4754 


AE001372 


Plasmodium falciparum chromosome 2, section 9 of 73 of the 
complete sequence 


2.2 


4755 


AF147813 


Protrama radicis elongation factor l alpha gene, partial cds 


0.24 


4756 


U77974 


Tribolium castaneum transcription factor homolog (Tc-eve) gene, 
complete cds 


0.003 


4757 


XM 045423 


Homo sapiens KIAA0701 protein (KIAA0701), mRNA 


6.3 


4758 


J04357 


Red clover necrotic mosaic virus RNA-1, complete sequence 


0.96 


4759 


XM 010136 


Homo sapiens O-linked N-acetylglucosamine (GlcNAc) transferase 
(UDP-N-acetylglucosarmne:polypepbde-N-acetylglucosaminyl 
transferase) (OCT), mRNA 


0.69 


4760 


XM 030855 


Homo sapiens similar to KIAA1361 protein (H. sapiens) (LOC90315), 
mRNA 


0.008 


4761 


AY031575 


HIV-1 isolate NC5000-1999 from USA pol polyprotein (pol) gene, 
partial cds 


6.* 


4762 


XM 007592 


Homo sapiens Homer, neuronal immediate early gene, 2 (HOMER- 
2B), mRNA 


2.2 


4763 


AC016707 


Homo sapiens BAC clone RP1 1*22 1K4 from Y, complete sequence 


0.75 


4764 


AF001848 


Oxytricha nova phosphoglycerate kinase (PGK) gene, complete cds 


5.7 


4765 


BC006693 


Mus musculus, clone MGC:7897 IMAGE:3582679, mRNA, complete 
cds 


1.9 


4766 


L81574 


Homo sapiens (subclone 7_gl from PI Hll) DNA sequence, complete 
sequence 


0.00003 


4767 


U67508 


Methanococcus jannaschii section 50 of 150 of the complete genome 


0.23 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4768 


AY021494 


\J\ylxL odUVd llUClUaalCllILC iVlivVJ j Ol7 CUlllollllllg ^InJAi/, genOIDIC 

sequence 


0.023 


4769 




Dorreiia ourgaonen iiageiiar nooK proiein viigii), iidj-J, uageiiar 
motor apparatus (motAB), fliL, fliM, fliZ, flagellar export apparatus 

ffiiPOP flhTVi flhF flhF pphpc 
ViiLr v£*v, liiijj/, inir, iidxj gciicb 




4770 


AL590606 


S.porabe chromosome II BAC pB7E8 


0.068 


4771 


AF06077R 


v^onospci muni miicneiii ciuoropiasi aTpxj~iDCi« lniergenic spacer 

ICgiUlL, pal Hell btAjUCllCC 


0 2 


4772 




Macaca fascicularis brain cDNA clone:QflA-14255, full insert 

ipn r*p 
bCqilvIlvC 


0 068 


4773 




Homo sapiens genomic DNA, chromosome 21q22.2, clone :D34, 

/ 1 CivVJ ICglUlL, LUIIipiClC bCljuCIlCC 


0 000^ 


4774 


AJV1_UU / Oj O 


nomo sapiens nuciear iacior 01 acuvaiea 1 -ceus d, louiciiy -responsive 


U.J7 


4775 


AP07A777 


L^aciioriiduaius eicgans cosmiu i < +zxi7/\i\, complete sequence 


0 74 

V. ft 


4776 




Dictyostelium discoideum beta-alanine synthase (pyd3) mRNA, 
complete cus 


0 0S7 


4778 


nnim 1 


Anthocidaris crassispina mRNA for dynein beta-heavy chain, 
complete cds 


0 £Q 

U.U7 


4779 


UoO / jU 


Aenopus laevis iorK neaa reiaieo ^atu-i j gene, complete cos 


0 070 


4780 


NM 008176 


Mus musculus GROl oncogene (Grol), mRNA 


1.8 


4781 


X>|QQ1 1 C 
MooIIj 


riyioDaies lar iviyc gene, complete cos 


0 71 


4782 




Arauiaopsis uiaiiaiid genomic uin/v, enromosome j, jt i cioncxvuvii^ 


0 022 


4783 


J\cA)\) /Z4t) 


oinormzoDium memou piasmia poymA section 3/ 01 izi 01 tne 

AAfMnlafa nlocmin FOmiMAA 

complete piasnuo sequence . 


6 7 


4784 


XM_043069 


Homo sapiens KIAA1464 protein (KIAA1464), mRNA 


0.08 


4785 


TTA1 AR7 


UfttmAti 1 ^Atiifi vim/If Ai%na i>a^«a*% n r A«n AO Afti A * 1 WflWAtWil> fiVUlMM 

riuman uown oynarome region or enromosome zi genomic sequence, 
cione /\j7i/i-ino 


0 001 


4786 


AL110134 


fiomo sapiens rxiKiN/i, clijna j^jvrz>pj04riu/z ^rrom cione 
DKFZp564H072) 


0.058 


4787 




riomo sapiens jsjaauozo gene prouuci ^r^/VAuozoj, iuxvjna 


0 002 


4788 


AM \JDZ**J\J 


nomo sapiens c j uuiquiun ugasc oiviui\r i ^oiviuivr 1 ), iiumn/\ 




4790 


vnur nil^9A 
INJV1 UjIjZU 


Rattus norvegicus cadherin EGF LAG seven-pass G-type receptor 3 


1 9 


4791 


AF184590 


Plasmodium falciparum ADA2-like protein gene, partial cds 


0.009 


4792 




VlCld Id Da amino dClU UdnspuriCl a ^AnTnj UUvlNA, pal Udl CUS 


1 9 


4793 


AL1 17594 


Homo sapiens mRNA; cDNA DKFZp564C1563 (from clone 
DKFZp564C1563) 


0.074 


4794 


AJ133025 


Megaselia abdita zen gene, exons 1-2 


0.02 


4795 


XM 033087 


Homo sapiens hypothetical protein FU20359 (FLJ20359), mRNA 


0.024 


4796 


AE001462 


Helicobacter pylori, strain J99 section 23 of 132 of the complete 
genome 


1.1 


4797 


XM 042814 


Homo sapiens hypothetical protein FLJI3397 (FIJ13397), mRNA 


0.063 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4798 


AT I^TSIC 

AL137325 


Homo sapiens mRNA; cDNA DKF2p434M0835 (from clone 

A AX K AO*) £ \ 

DKrZp434M0835) 


2E-14 


4799 


AB030620 


Mus musculus Chetk-alpha gene for choline/ethanolamine kinase- 
alpha, exon 4, 5, 6, 7, 8 


0.64 


4800 


AB037417 


- 

Oryza sativa gene for aspartate carbamoyl transferase, complete cds 


0.026 


4801 


AK024522 


Homo sapiens cDNA: FLJ20869 fis, clone ADKA02377 


0.21 


4802 


X62463 


H.sapiens 3* flanlang region for estrogen receptor (placenta) gene 


0.7 


4803 


AE001127 


Borrelia burgdorferi (section 13 of 70) of the complete genome 


0.2 


4804 


Z70751 


Caenorhabditis elegans cosmid F11A3, coniplete sequence 


0.22 


4805 


XM_038231 


Homo sapiens KIAA0793 gene product (KIAA0793), mRNA 


6E-53 


4806 


AF223425 


Mus musculus MAB21L2 (MAb2112) gene, complete cds 


4.5 


4807 


XM 039048 


Homo sapiens hypothetical protein MGC11303 similar to Zink 
transporter 2 (MGC11303), mRNA 


2 


4808 


U75604 


Tilapia nilotica type I estrogen receptor mRNA, complete cds 


0.057 


4809 


XM 015243 


Homo sapiens stimulated trans-acting factor (50 kDa) (STAF50), 
mRNA 


1.7 


4810 


AF247970 


Caenorhabditis elegans cell cycle checkpoint protein Rad9 gene, 
complete cds 


0.008 


4811 


X12574 


Parsley PcPRl-2 mRNA for pathogenesis-related protein type A 


0.077 


4812 


AF332562 


Simian virus 40 strain 777, complete genome 


0.64 


4813 


XM_005118 


Homo sapiens general transcription factor HE, polypeptide 2 (beta 
subunit, 34kD) (GTF2E2), mRNA 


1 


4814 


BC006700 


Mus musculus, Similar to RIKEN cDNA 23 10035M22 gene, clone 
MGC6680 IMAGE:3501285, mRNA, complete cds 


0.21 


4815 


AB025319 


Yaba monkey tumor virus DNA, BamHl restriction fragment E, M 
and partial C, partial and complete cds 


0.18 


4816 


XM_048433 


Homo sapiens ATPase, H+ transporting, lysosomal (vacuolar proton 
pump), subunit 1 (ATP6S1), mRNA 


0.55 


4817 


Y11095 


Rice stripe virus RNA 3 


5.9 


4818 


AL589991 


Human DNA sequence from clone RP1 1-241 J5 on chromosome 6, 
complete sequence [Homo sapiens] 


3E-78 


4819 


XM 043498 


Homo sapiens G protein-coupled receptor 44 (GPR44), mRNA 


0.0002 


4820 


XM_047477 


Homo sapiens KIAA1638 protein (KIAA1638), mRNA 


0.077 


4821 


AJ242480 


Streptococcus thermophilus ORF1, ORF2, ORF3, ORF4, ORF5 and 
ORF6 DNA, strain StO 


0.18 


4822 


XM 016395 


Homo sapiens region containing hypothetical protein; mutL (E. coli) 
homolog 3 (LOC82389), mRNA 


6E-74 


4823 


XMJ)43492 


Homo sapiens 42259 (KIAA1728), mRNA 


0.0000006 


4824 


L43603 


Gallus gallus Na+/K+-ATPase alpha-l subunit gene, promoter region 


0.41 


4825 


AF257746 


Rattus norvegicus multidrug resistance protein la (Pgyl) mRNA, 
complete cds 


0.5 


4826 


X68794 


D.melanogaster "ten-a" mRNA for secreted protein 


1.2 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4827 


AF330118 


Homo sapiens voltage-gated sodium channel type HI alpha subunit 
(SCN3A) gene, exon 2 


0.12 


4828 


XM 011230 


Homo sapiens ALL1 fused gene from 5q31 (AF5Q31), mRNA 


5.8 


4829 


XM_030669 


Homo sapiens hypothetical gene supported by AL133011 
(LOC90288), mRNA 


1.9 


4830 


U36927 


Plasmodium yoelii rhoptry protein gene, complete cds 


0.21 


4831 


AF201353 


Columba livia glutamate receptor C gene, partial cds 


5 


4832 


AF331435 


HTV-1 D2 from Australia envelope protein (env) gene, partial cds 


0.07 


4833 


AF362391 


Candida albicans heat shock protein Hspl04 (HSP104) gene, HSP104- 
b allele, complete cds 


1.1 


4834 


XM 027927 


Homo sapiens hypothetical gene supported by Z97017 (LOC89989), 
mRNA 


0.48 


4835 


AE001127 


Borrelia burgdorferi (section 13 of 70) of the complete genome 


0.72 


4836 


AL390126 


S. pombe chromosome in cosmid c233 


0.023 


4837 


AF110213 


Rattus norvegicus insulin receptor precursor, exon 14 


0.56 


4838 


M38534 


Paramecium aurelia immobilization antigen (51C) gene, exon 5 and 
comolete cds 


0.015 


4839 




Plasmodium falciparum chromosome 2, section 67 of 73 of the 


0.052 


4840 




\^n<» tniisciilus svnaTJtonemal Comdex nrotein 3 (Svco3^ £ene exon 5 


0.19 


4841 




Bodo saltans clone pBME40 mitocondrial minicircle DNA 


0.024 


4842 


XM 004347 

-/VIVA VUtJt / 


Homo sapiens elongation of very long chain fatty acids (FENl/Elo2, 
SUR4/Elo3 veastVlike 2 (ElXNLTi mRNA 


0.66 


4843 




Mnc TniicmliiQ nhnsnhnlina^p T31 CPX pene exnn<; 23 and 24 


0.53 


4844 


U89684 


Lycopersicon esculentum protein kinase (LePK.7) gene, partial cds 


0.22 


4845 


AB025716 


Staphylococcus aureus gene for FmtB, complete cds 


0.57 


4846 


AF017I80 


^rhi7nc9ppliJiT"OTnvCGS nnmhe hexoQp fro n cnnrtpr ffiht2^ mRNA. 
complete cds 


0.87 


4847 


Z26314 


P.falciparum gene for STARP antigen 


0.007 


4848 


XM 045160 


Homo sapiens KIAA0275 gene product (KIAA0275), mRNA 


1 * 


4849 


AK016495 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4931431C02, full insert sequence 


0.62 


4850 


BC004496 


Homo sapiens, Similar to hypothetical protein FLJ 14058, clone 
IMAGE:3831313,rnRNA 


1.7 


4851 


XM_005684 


Homo sapiens tolloid-like 2 (TLL2), mRNA 


1.6 


4852 


AF249077 


Sphaerotheca pluvialis cytochrome b (cytb) gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.047 


4853 


XMJ)16934 


Homo sapiens hypothetical protein FLJ12891 (FLJ12891), mRNA 


5.4 


4854 


X65747 


R.norvegivus gnat-3 mRNA for gustducin 


0.2 


4855 


XM_011705 


Homo sapiens paraneoplastic antigen MA2 (PNMA2), mRNA 


0.2 
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NO 


ACCESSN 


DESCRIP 


P VALUE 


4856 


L10692 


Arabidopsis thaliana cytosine-5 methyltransferase mRNA, complete 
cds 


2.1 


4857 


AB052250 


Arabidopsis thaliana gene for MYB transcription factor Atmyb2, 
complete cds, strain: Yo-0 


0.36 


4859 


XMJ)33535 


Homo sapiens region containing tryptase beta 2; tryptase beta 1 
(LOC82314), mRNA 


1.3 


4860 


U49846 


Rattus norvegicus stem cell factor gene, 5' flanking region and exon 1, 
partial sequence 


0.18 


4861 


AJ244021 


Tetrahymena thermophila kin2 gene for kinesin-U homologue, exons 
1-4 


0.063 




AF201021 


Stachyarrhena sp. Jansen-Jacobs 4707 ribosomal protein S16 (rpsl6) 
gene, partial intron sequence; chloroplast gene for chloroplalst product 


0.057 


4863 


AJ245636 


Mus musculus P2Y1 gene for P2Y1 receptor 


0.2 


*TOD*t 


AK023175 


Homo sapiens cDNA FLJ131 13 fis, clone NT2RP3002590 


0.2 


4865 


XM 034638 


Homo sapiens hypothetical gene supported by AK024355 
(LOC90867), mRNA 


1E-08 


HOOD 


AB011006 


Rattus norvegicus gene for leptin receptor, partial cds 


5.5 


*foO / 


XM 031128 


Homo sapiens hypothetical protein DKFZp761I172 (DKFZP76 11172), 
mRNA 


0.22 


4oOo 


AK001442 


Homo sapiens cDNA FLJ10580 fis, clone NT2RP2003533 


2E-12 




AF307954 


Saccharomyces servazzii 46.1 kDa protein, KAR4-like protein, and 
SPBl-like protein genes, complete cds 


0.19 


4871 


AF055079 


Panulirus argus inositol 1,4,5-trisphosphate receptor (IP3R) mRNA, 
complete cds 


6 


4872 


X88849 


C.coli ceuB, ceuC, ceuD, ceuE, OrfA, OrfB genes 


0.0008 


4873 


XM 039699 


Homo sapiens hypothetical protein FLJ23309 (FLJ23309), mRNA 


3E-42 




AF212847 


Lactococcus lactis bacteriophage ul36.2 ORF1 1 lb (ORF1 1 lb), 
ORF78b (ORF78b), ORF61b (ORF61b), ORF245 (ORF245), ORF364 
(ORF364), and putative replisome organizer (ORF255) genes, 
complete cds; and ORF241 (ORF241) gene, partial cds 


1.9 


4S7S 


XMJ)52223 


Homo sapiens DKFZP564G092 protein (DKFZP564G092), mRNA 


0.69 


4876 


AK024606 


Homo sapiens cDNA: PLJ20953 fis, clone ADSE01979 


3E-89 


4877 


U96097 


Clavibacter michiganensis subsp. sepedonicus species-specific DNA 
clone Cms85 


0.47 


4R7R 
**o f o 


Z48599 


L.mexicana Imcpc gene cathepsin B-like cysteine proteinase 


0.063 


4879 


NM 014160 


Homo sapiens HSPC070 protein (HSPC070), mRNA 


5 


4880 


XM 031388 


Homo sapiens NADH dehydrogenase (ubiquinone) 1 alpha 
subcomplex, 5 (13kD, B13) (NDUFA5), mRNA 


0.55 


4881 


AF059531 


Homo sapiens protein arginine N-methyltransferase 3 (PRMT3) 
mRNA, partial cds 


0.18 


4882 


AF240700 


Gymnocrotaphus curvidens cytochrome b (cytb) gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.65 
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SEQ ID 
NO 






P VALUE 


4883 




cauiooacter crescentus section 314 of 359 of the complete genome 


2 


4884 


AF332785 


Neocalanus plumchrus cytochrome oxidase subunit I (COI) gene, 
partial cds; mitochondrial gene for mitochondrial product 


0.65 


4885 


AJ278986 


Pichia etchellsii plasmid pPElB 


0.051 


4886 


AT <1 


Human DNA sequence from clone RP1 1-353M9 on chromosome 10, 
complete sequence [Homo sapiens] 


6.3 


4887 


AF147082 


Homo sapiens gamma-glutamyl hydrolase gene, exons 3 through 7 


2 


4888 


AT *iQOQHA 


■ 

Human DNA sequence from clone RP11-563A22 on chromosome 20 
Contains the 5* end of a novel gene weakly similar to Xenopus laevis 
putative Zic3 binding protein, complete sequence [Homo sapiens] 


0.008 


4889 


AC084157 


Caenorhabditis elegans cosmid Y46E12BR, complete sequence 


0.084 


4891 


AbUUIlo3 


Borrelia burgdorferi (section 69 of 70) of the complete genome 


0.66 


4892 


AE002137 


Ureaplasma urealyticum section 38 of 59 of the complete genome 


0.52 


4893 


XM 028606 


Homo sapiens Spl transcription factor (SP1), mRNA 


5 


4894 


NC 001453 


Strongylocentrotus purpuratus mitochondrion, complete genome 


6 


4895 


AK023104 


Homo sapiens cDNA FLJ13042 fis, clone NT2RP3001318 


0.064 


4896 


XM 015243 


Homo sapiens stimulated trans-acting factor (50 kDa) (STAF50), 
mRNA 


1.7 


4897 


XM_043823 


Homo sapiens hypothetical protein FLJ20958 (FLJ20958), mRNA 


0.000004 


4898 


AB049900 


Macaca fascicularis brain cDNA, clone:QnpA-19713 


6.1 


4899 


AE001390 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 
complete sequence 


0.23 


4900 


AE007346 


Streptococcus pneumoniae section 29 of 194 of the complete genome 


0.73 


4901 


X17339 


Dengue-2 virus NS1 gene for nonstructural protein (patient M2) 


0.24 


4902 


KIT t\(\f\Q £L A 

AKUUU&64 


Homo sapiens cDNA FLJ10002 fis, clone HEMBA 1000046 


r\ A AAA * 

0.00001 


4903 


ArloUU /O 


Panorpa helena cytochrome oxidase I (COI) gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.6 


4904 




Homo sapiens chromosome 5 clone CTD-2178M23, complete 
sequence 


3E-12 


4905 


K02990 


Human hepatitis A virus, complete genome 


0.23 


4906 


AE0053I0 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 134 
of 155 


0.078 


4907 


NM 032717 


Homo sapiens hypothetical protein MGC11324 (MGC11324), rriRNA 


0.68 


4908 


BC004118 


Homo sapiens, clone MGC: 11 170 MAGE:3843148, mRNA, 
complete cds 


1.5 


4909 


L29252 


Human (clone D13-2) L-iditol-2 dehydrogenase gene, exon 4, exon 5, 
exon 6 and exon 7 


0.0000001 


4910 


S68117 


rPLP-A=jirolactin-like protein A {5' region, exon 1, intron 1} [rats, 
Genomic, 1187nt] 


o.n 1 
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SEQ ID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4911 


iNJVl UIO/UI 


mus museums nesun (Nesj, mKNA 


0.21 


4912 


AEUUDn X O 


Lactococcus lactis subsp. lactis IL1403 section 180 of 218 of the 
complete genome 


0.009 


4913 


XM 041162 


Homo sapiens hypothetical protein KIAA1165 (KIAA1165), mRNA 


4E-50 


4914 


Ar 14 /jDo 


Homo sapiens full length insert cDNA clone YB61E03 


0.00003 


4915 




Helicobacter pylori 26695 section 120 of 134 of the complete genome 


1.9 


4916 


YTV/f C\A(\A1A 
AiVl 


Homo sapiens nebulin (NEB), mRNA 


2 


4917 




Pisum sativum mRNA for hsr203 J homolog, complete cds 


0.024 ! 


4918 


AF159148 


Danio rerio Noggin 2 mRNA, complete cds 


0.23 | 


4919 


AF234184 


Lucilia cuprina sex-lethal protein SXL2 mRNA, complete cds, 
alternatively spliced 


0.026 


4920 


AK007229 


Mus musculus adult male testis cDNA, RTJCEN full-length enriched 
library, clone: 1700121L03, full insert sequence 


0.21 


4921 


AJ404225 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.021 


4922 


X71604 


H.sapiens son-pseudogene 


0.53 


4923 


An £ni o*> 

AF169122 


Homo sapiens DNA (cytosine-5) methyltransferase gene, intron 4, 
partial sequence 


0.059 


4924 


XM 040202 


Homo sapiens protein phosphatase, EF hand calcium-binding domain 

1 /III l H , . , ¥? 1 V ^ T A 

1 (PPEF1), mRNA 


6E-09 


4925 


AY027893 


Homo sapiens voltage-dependent calcium channel beta 2 subunit 
(CACNB2) gene, exon 1 


3.3 


4926 


AF136008 


Desulfobacterium sp. BSv41 16S ribosomal RNA gene, partial 
sequence 


5.6 


4927 


NM_007439 


Mus musculus anaplastic lymphoma kinase (Alk), mRNA 


0.071 


4928 


XM 006758 


Homo sapiens frizzled (Drosophila) homolog 10 (FZD10), mRNA 


2 


4929 


AL139329 


Human DNA sequence from clone RP1 1-228P1 on chromosome 6, 
complete sequence [Homo sapiens] 


4E-38 


4930 


t m i CO 

L03188 


Saccharomyces cerevisiae integrin analogue gene, complete cds 


0.23 


4931 


AD03yool 


Cards familiaris mRNA for cytochrome P450c21, complete cds 


0.55 


4932 


AMJU4 /oJ 


Mus musculus adult male lung cDNA, RTJCEN full-length enriched 
library, clone: 120001 5E14, full insert sequence 


6.2 


4933 




Human prolargin (PRELP) gene, exon 2 


0.0000004 


4934 


Ar id /joy 


Homo sapiens Niemann-Pick CI protein (NPC1) gene, exon 5 


0.58 


4935 


XM 016505 


Homo sapiens KIAA0999 protein (KIAA0999), mRNA f 


9E-26 


4936 


U07807 


Human metal loth innpin TV fMTTVA ppnp rnmnlptA rHc 


U.Ia/O 


4937 


NMJU8818 


Mus musculus choroidermia (Chm), mRNA 


1.7 


4938 


BC009075 


Mus musculus, beta-l,3-N-awtylglucosarninyltransferase 1, clone 
MGC:6892 IMAGE:2654354, mRNA, complete cds 


1.2 


4939 


AF304354 


Homo sapiens proteoglycan 3 (PRG3) gene, complete cds 


0.24 


4940 


AK000864 


Homo sapiens cDNA FLJ10002 fis, clone HEMBA1000046 


0.00001 


4941 


AF076601 


Dictyostelium discoideum developmental protein (DG1105) gene, 
partial cds 


0.95 



395 



BNSDOCID: <WO 0214500A2J_> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQED 
NO 


Avv£ uuii 




P VAT TTP 


4942 


rtTUZj.J'tZ 


jDomDyx mon insulin rccepior-jiKe protein precursor (ijiKj iuKINA, 
vunipicic Cub 


ft 


4943 


AM Ujo/14 


worno sapiens nypoineucaj protein qjj /.dio.o (ujj ie, iq.j), itikina 


O.J 


4944 


ACUlO/U/ 


Momo sapiens dal cione Krii-zziiv4 rroro y, complete sequence 




4945 


XM_005684 


Homo sapiens tolloid-like 2 (TLL2), mRNA 


1.1 


4946 


A T07/C 1 H(\ 
AJZ/OI /V) 


kh uiis norvcgicus partial vpsDfi processed pseuuogene, j enu 


ft 041 


4947 


AJ132986 


Vibrio sp. partial 16S ribosomal RNA, isolate A515 


5.9 


4948 




riomo sapiens nypouieucai protein vriorv^zu / ) t iuivjna 


ft 0\ 


4949 


Ar lolooo 


Homo sapiens cione i / jpi / poiymorpmc nucrosateuiie sequence 


ft 17 

V. 1 f 


4950 


ArU4j*tOJ 


Dictyostelium discoideum protein kinase YakA (yakA) mRNA, 
complete cos 


ft ftft7 


4951 


AF279135 


Dictyostelium discoideum spore coat structural protein SP65 (cotE) 
gene, complete cds 


0.003 


4952 


AKU 12631 


Mus musculus 10, 1 1 days emoryo cDNA, KiisJiJM niu-iengtn 
enncnea norary, cione.zoiuuuiuzu, iuii insert sequence 


ft ft71 


4953 


AB047o30 


Macaca lascicuians oram cltn a, cione.i^npA-i jjjj 


ft £Q 


4954 


AJ011848 


Hordeum vulgare cnioroplast rpsl5 (partial;, nann, nani, nanu, 
ndhE, psaC, ndhD and ndhA genes 


0.054 


4955 


U34363 


Plasmodium falciparum CTRP gene, complete cds 


" ft 1R 


4956 


AF220175 


Homo sapiens acid ceramidase (ASAH) gene, exons 5 through 14, and 
complete cds 


0.0009 


4958 


D26442 ! 


Yeast gene tor Fba4 r Ab-iiKe protein, complete cos 


ft ftft** 


4959 


NC 002184 


Penaeus monodon mitochondrion, complete genome 


1.9 


4960 


XM 039251 


Homo sapiens i /3oi (Jsjaaioouj, mKix a 


« 


4961 


XM_004462 


Homo sapiens signal sequence receptor, alpha (translocon-associated 
protem alpha) (SSR1), mRNA 


ft 77 


4962 


AF252420 


Bos taurus clone MNB-5 microsatellite sequence 


ft ftft 


4963 


XM_035186 


Homo sapiens RCE1 (S. Cerevisiae) homolog, prenyl protein protease 
(RCE1), mRNA 


2 


4964 


AL1 10134 


Homo sapiens mRNA; cDNA UKrZp5o4H0/2 (rrom clone 
DKFZp564H072) 


0.058 


4965 


AT (\AQA*1 


Homo sapiens mRNA, cuina ujsJrz.pjooL.iJzz ^rrom cione 
U jvrZpj ooC 1 j ZZ/ 


0.67 


4966 


AB047614 


Macaca fascicularis brain cDNA, clone:QnpA- 12025 


0.077 


4967 


XM 043315 


Homo sapiens KIAA0229 protein (KIAA0229), mRNA 


6.2 


4968 


AK017495 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone:5730405K23, full insert sequence 


0.025 


4969 


AB012141 


Candida glabrata TEF3 gene for translation elongation factor3, 
complete cds 


0.003 


4970 


AK022914 


Homo sapiens cDNA FLJ12852 fis, clone NT2RP2003445 


0.0003 


4971 


AF133211 


Homo sapiens COT kinase proto-oncogene, partial cds, alternatively 
spliced 


0.008 
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NO 


ACCESSN 


DESCRIP 


P VALUE 


4979 


A i A/A 1 

AF349681 


Simian immunodeficiency vims strain SIVrcmNg409 from Nigeria 5* 
long terminal repeat, partial sequence; gag protein (gag) gene, 
complete cds; pol protein (pol) gene, partial cds; and vif gene, 
complete sequence 


0.68 


4Q7T 


AF350254 


Homo sapiens fibrinogen gamma chain precursor (FGG) gene, 
complete cds, alternatively spliced 


0.21 


4974 


AF3 14052 


Rhizobium sp. CIAT613 ntfHc gene, partial sequence 


1.9 


407^ 


XM 036277 


Homo sapiens inhibitor of DNA binding 4, dominant negative helix- 
loop-helix protein (TJD4), mRNA 


0.076 


4976 


AF057740 


Homo sapiens 17-beta-hydroxysteroid dehydrogenase TV (HSD17B4) 
gene, exon 24 and complete cds 


0.00003 


4977 


XM_051777 


Homo sapiens similar to NAD(P) dependent steroid dehydrogenase- 
like (M. musculus) (LOC93517), mRNA 


4E-11 




AF3 14052 


Rhizobium sp. CIAT613 nifHc gene, partial sequence 


2 




BC010911 


Homo sapiens, Similar to adaptor protein containing pH domain, PTB 
domain and leucine zipper motif, clone IMAGE:4295177, mRNA 


0.076 


4980 


AF214529 


Homo sapiens dystrophin (DMD) gene, intron 51, partial sequence 


0.001 


/< OQ 1 


AK024235 


Homo sapiens cDNA ELJ14173 fis, clone NT2RP2002755 


e-104 




AB035089 


Homo sapiens SCCA2 gene for squamous cell carcinoma antigen 2, 
complete cds 


0.23 


4983 


M97555 


Schistosoma mansoni tropomyosin mRNA, complete cds 


0.22 




AE002745 


Drosophila melanogaster genomic scaffold 142000013385404, 
complete sequence 


0.003 


4985 


X99288 


B.calamita repeat region, clone-lib micro-8 


0.23 


4Vo / 


AJ308840 


Coffea arabica microsatellite DNA, clone 16-6CTG 


0.025 


AQQQ 

**yoo 


AB049134 


Cucurbita moschata CmATSl;l gene for acyl-(acyl-carrier-protein): 
glycerol-3-phosphate acyltransferase, complete cds 


0.53 


4989 


X03991 j 


Human glucagon gene 


0.074 


/loon 


AY042871 


Arabidopsis thaliana zinc finger-like protein (F3C22_200) mRNA, 
complete cds 


0.077 


AQQ1 
*\yy x. 


AF2 14529 


Homo sapiens dystrophin (DMD) gene, intron 51, partial sequence 


0.001 ! 


40Q7 


AF269319 


Staphylococcus epidermidis strain SRI clone step.l002a02 genomic 
sequence 


2 


4993 


AB009801 


Homo sapiens gene for osteonidogen, intron 2 v 


0.69 


4004. 




Torulopsis glabrata metal-activated transcription factor (amtl) gene, 
complete cos 




4995 


AL121822 


Human DNA sequence from clone 346P1 1 on chromosome Xq21.2- 
21.33, complete sequence [Homo sapiens] 


5E-09 


4996 


AF072273 


Lactuca sativa resistance protein candidate RGC2N (RGC2N) 
pseudogene, complete sequence 


0.22 


4997 


AL358273 


S.pombe chromosome II cosmid c29C10 


0.22 


4998 


BC010011 


Homo sapiens, Similar to RIKEN cDNA 4931428D14 gene, clone 
MGC: 15407 IMAGE:4309613, rnRNA, complete cds 


0.22 



397 . 



_BNSDOCID: <WO 0214500A2_L> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4999 


AF090889 


Homo sapiens clone HQ0092 


0.71 


5000 


M93140 


Glvcine max cv Pri7P nrnfpin lHnac<» mPKA 


2.1 


5001 


AE005 266 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 90 
of 155 


1 ft 


5002 


AE007350 


Strentocnccii'i nnenmnninp certinn "VK nf IQd. nf thp mmnlptp (Tpnnmp 


ft 7^ 


5003 


BC008973 


Homo sapiens, transmembrane protein with EGF-like and two 

fnlli statin -like rinmpnnc 7 rlrmi* MfiP'l 7ftft7 T\ALdV'A'\ ftft7flQ 

mRNA, complete cds 


0.023 


5004 


X13439 


CochliohftliK hetPm^trnnbiiQ Tnitnrhnnrlrisl qpti#» frir ATPacp ciifmnit ^ 
iiwibiusu vpnua liuiuviii/iiuiicu gene 1UI nirddw oiiULUill w 


0 19 


5005 




HIV-1 p5c028-h from USA envelope glycoprotein (env) gene, partial 


7 1 

Z.l 


5006 


MM" Aft7ft47 
l>llVl__UUZO<* / 


Homo sapiens protein tyrosine phosphatase, receptor type, N 

puiypcpUUC Z \r kri\riJL} 9 IIUnINA 


o 


5007 


XM 036827 


Homo sapiens hypothetical gene supported by X04201; X04588; 
(LOC91191),mRNA 


1 


5008 


NMJ)31389 


Mus musculus ribonuclease/angiogenin inhibitor 2 (Rnh2), mRNA 


1.7 


5009 


BC010355 


riomo sapiens, similar 10 nuciear protein, clone imavjii.4z4o31o, 
mRNA 


5.4 


5010 


AE003909 


Xylella fastidiosa 9a5c, section 55 of 229 of the complete genome 


5.1 


5011 


NM 031389 


Mus musculus ribonuclease/angiogenin inhibitor 2 (Rnh2), mRNA 


1.7 


5012 


AIVI UlO/4/ 


Homo sapiens latent transforming growth factor beta binding protein 

l \LrkDr i) y uu\rit\ 




5013 


M85304 


ocmsiosoma mansoni nomeouomain protein, (smoxoj nLKJN/v, 
complete cds 


0.009 


5014 


NC 001398 


Saccharomyces cerevisiae 2 micron circle plasmid, complete sequence 


0.65 


5015 


AF267746 


i^XOSupiliJa IllClaiiUgabLCr IdUZl IIUIUUC COiiCMll ^QTdUZ 1 ) gCIIC, CAUllb 

3 through 8 and complete cds 


0.003 


5016 




riomo bdpiciiD cj uuKjuiuii iigdbc o-iviuivri ^oiviuiN^i^, jiuviv/a 


7F-10 


5017 


X67813 


C.familiaris SRP72 mRNA for signal recognition particle 


0.16 


5018 


AF031848 


jjcnnavciiior indrginanis lzo nuosoiuai jvina gene, iniiuwuunuruu 
gene for mitochondrial RNA, partial sequence 


0.061 


5019 


XM 003317 


Homo sapiens PDZ domain containing guanine nucleotide exchange 
factor(GEF)l (PDZ-GEF1), mRNA 


0.67 


5020 


XM 030673 


Homo sapiens methyl-CpG binding domain protein 4 (MBD4), 
mRNA 


0.6 


5021 


L38957 


Saccharomyces cerevisiae nuclear-encoded mitochondrial isoleucyl- 
tRNA synthetase (ISM1) gene, complete cds 


2.1 


5022 


AF345089 


Hepatitis C virus isolate SCpreSC2cl4 nonfunctional polyprotein 
gene, partial sequence 


0.59 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5023 


AC091124 


Caenorhabditis elegans cosmid Y47A7, complete sequence 


1.7 


5024 


X66451 


E.octocarinatus RPA2 gene for RNA polymerase I second largest 
subunit 


0.066 


5025 


XMJ10563 


Homo sapiens hypothetical gene supported by AB033071; AB051480; 
AK000726; NMJU5383 (LOC92396), mRNA 


1E-15 


5026 


AF256722 


Salmo salar clone BHMS458 microsatellite sequence 


0.5 


5027 


AF385609 


Homo sapiens minisatellite sequence 


5.3 


5028 


AF355103 


Pleurotus ostreatus linear mitochondrial plasmid mlp2, partial 
sequence 


0.18 


5029 


XM 034863 


Homo sapiens similar to hypothetical protein FLJ22294 (H. sapiens) 
(LOC90918), mRNA 


1.8 


5030 


AF374005 


Ratrus norvegicus bradykinin B2 receptor gene, promoter sequence 


8.3 


5031 


AK014447 


Mus museums 18 days pregnant adult female placenta and extra 
embryonic tissue cDNA, RJKEN full-length enriched library, 
c!one:3830421F13, full insert sequence 


0.18 


5032 


AL355577 


Human DNA sequence from clone RP1 1-299G2 on chromosome 6 
Contains a GSS, complete sequence [Homo sapiens] 


0.0003 


5033 


AB030616 


Mus musculus Chetk-alpha gene for cholme/ethanolamine kinase- 
alpha, exon 1 and S'-flanMng region 


6.1 


5034 


S6667I 


pol [simian Mason-Pfizer D-type retrovirus SM-PDT, systemic lupus 
erythematosus patient TFA 68, Genomic RNA, 1 13 nt] 


0.008 


5035 


AB03848I 


Codium lucasii chloroplast rbcL gene for ribulose-l,5-bisphosphate 
carboxylase/oxygenase large subunit, partial cds ] 


0.22 


5036 


U05013 


Rattus norvegicus Sprague-Dawley heme oxygenase-2 non-reducing 
isoform gene, complete cds 


1.9 


5037 


L81904 


Homo sapiens (subclone l_h7 from PI H69) DNA sequence, complete 
sequence 


1.7 


5038 


AF242384 


Homo sapiens phytanoyl-CoA hydroxylase (PHYH) gene, exon 7 


1.9 


5039 


X52863 


G.max Gy4 gene for glycinin 


5.9 


5040 


XM 002625 


Homo sapiens ankyrin repeat and SOCS box-containing 3 (ASB3), 
mRNA 


6 


5041 


U00789 


Mus musculus Dp71 (DMD) gene, partial cds 


0.068 


5042 


AB017429 


Oryza sativa gene for mitochondrial ribosomal portein S14, succinate 
dehydrogenase iron-protein subunit (SDHB) 


2 


5043 


U67518 


Methanococcus jannaschii section 60 of 150 of the complete genome 


0.002 


5044 


XM 048782 


Homo sapiens c6.1A (C6.1A), mRNA 


0.2 


5045 


AB055263 


Macaca fascicularis brain cDNA, clone:QflA-10674 


0.003 


5046 


S65281 


drebrin {clone eDcg5} [chickens, Genomic, 160 nt, segment 3 of 10] 


0.61 


5047 


AF296203 


Uncultured bacterium SY6-54 16S ribosomal RNA gene, partial 
sequence 


0.25 


5048 


X06266 


Anthirrhinum majus DNA for transposon tam2 


0.007 
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SEQID 
NO 


ACCESSN 


DESCRff 


P VALUE 


5049 


AF272387 


Homo sapiens leucine zipper nuclear factor (BLZF1) gene, exon 6 


7E-22 


5050 


NC 001587 


Human papillomavirus type 34, complete genome 


0.25 


5051 


NM 017078 


Rattus norvegicus Acetylcholine receptor alpha 5 (Chrna5), mRNA 


0.64 


5052 


XM 030510 


Homo sapiens microfibrillar-associated protein 2 (MFAP2), mRNA 


2 


5053 


Z48433 


L.odomensis vicilin pseudogene 


0.047 


5054 


M21084 


P.hybrida 5^nolpynrvylshikimate 3-phosphate synthase mRNA, 
complete cds 


0.2 


5055 


U67518 


Methanococcus jannaschii section 60 of 150 of the complete genome 


0.002 


5056 


AF215555 


Blakea trinervia NADH dehydrogenase subunit F (ndhF) gene, partial 
cds; chloroplast gene for chloroplast product 


0.63 


5057 


AE001379 


Plasmodium falciparum chromosome 2, section 16 of 73 of the 
complete sequence 


5.4 


5059 


AF362391 


Candida albicans heat shock protein Hspl04 (HSP104) gene, HSP104- 
b allele, complete cds 


4.4 


5060 


AJ000056 


Homo sapiens tyrosine aminotransferase gene, 5* flanking region 


0.57 


5061 


AF112541 


HIV-1 isolate 08108v3 from USA, envelope glycoprotein (env) gene, 
partial cds 


.0.007 


5062 


AF300534 


Diadasia consociata cytochrome oxidase subunit I gene, partial cds; 
tRNA-Leu gene, complete sequence; and cytochrome oxidase subunit 
II gene, partial cds; mitochondrial genes for mitochondrial products 


0.22 


5063 


J00571 


Mouse Ig kappa unproductively rearranged V-T2; V-J region 


0.001 


5064 


X95275 


P.falciparum complete gene map of plastid-like DNA (IR-A) 


0.062 


5065 


Y09746 


Roligactis mRNA for heat shock protein 70 j 


0.46 


5066 


X95536 


H.sapiens earl gene 


2E-64 


5067 


D10997 


C.ellipsoidea rbcL, rpsl4, trnM, trnG, trnD, trnS, rps4, atpE, atpB 
genes, complete cds 


1.8 


5068 


Z73968 


Caenorhabditis elegans cosmid C05A2, complete sequence 


0.67 


5069 


XM 012733 


Homo sapiens KIAA1012 protein (KIAA1012), mRNA 


0.24 


5070 


AE000745 


Aquifex aeolicus section 77 of 109 of the complete genome 


0.21 


5071 


AF208521 


Diploptera punctata high-affinity Na+-dependent glutamate 
transporter (EAAT1) mRNA, complete cds 


0.08 


5072 


XM 032656 


Homo sapiens mannosidase, alpha, class 2B, member 1 (MAN2B1), 

_T|\T A 

mRNA 


1 ft 


5073 


228063 


S.cerevisiae chromosome XI reading frame ORF YKL063c 


6.2 


^074 


XM 050445 


Homo sapiens KIAA0164 gene product (KIAA0164), mRNA 


0.66 


5075 


AF265211 


Pectobacterium chrysanthemi ArgG (argG) gene, partial cds; 
regulatory protein PecS (pecS), regulatory protein PecM (pecM), 
indigoidine systhesis protein IdgA (idgA), and indigoidine systhesis 
protein IdgB (idgB) genes, complete cds; and indigoidine sys> 


0.72 
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SEQID 


ACCESSN 


DESCREP 


P VALUE 




X87201 


Borrelia burgdorferi plasmid, orlA, B, C, D, F, bdrV genes, clone 
pOMB14andpOMB17 


0.076 


5077 


AF120475 


Mus musculus myelin-associated oligodendrocyte basic proteins 
MOBP170 and MOBP69 (Mobp) gene, exons 3 through 5 and 
complete cds, alternatively spliced 


0.0009 


5078 


AF270407 


Staphylococcus epidermidis strain SRI clone step.4050g06 genomic 
sequence 


0.67 


5079 


U47138 


Inkoo virus SW AR 83-161 nucleocapsid protein and non-structural 
protein genes, complete cds 


0.16 


5080 


AB049420 


Mus musculus DNA, clone:7-l, derived from 4x chromosome of 
T(X;4)37H translocation 


6.5 


5081 


AF009415 


Staphylococcus xylosus choline transporter (cudT), putative regulatory 
protein (cudC), glycine betaine aldehyde dehydrogenase (cudA), and 
choline dehydrogenase (cudB) genes, complete cds 


0.075 


5082 


AE001395 


Plasmodium falciparum chromosome 2, section 32 of 73 of the 
complete sequence 


0,24 


5083 


U62542 


Drosophila melanogaster dead ringer (dead ringer) mRNA, complete 
cds 


0.12 


5084 


AL445527 


Human DNA sequence from clone RP1 1-1 15C2 on chromosome 1, 
complete sequence [Homo sapiens] 


5.5 


5085 


XM 016052 


Homo sapiens LOC86766 (LOC86766), mRNA 


0.24 


5086 


XM 037781 


Homo sapiens hypothetical gene supported by J04178 (LOC91343), 
mRNA 


6.4 


5U87 


X96932 


N.tabacum gene encoding ascorbate oxidase-related protein 


1.6 


5088 


AJ006986 


Streptococcus pneumoniae type 33F DNA, capsular gene cluster 


0.019 


5089 


M60858 


Human nucleolin gene, complete cds 


0.66 


5090 


AK026299 


Homo sapiens cDNA: FLJ22646 fis, clone HSI07178 


0.21 


5091 


AC006025 


Homo sapiens PAC clone RP5-1 188N21 from 7ql 1.23-q21.1, 
complete sequence 


0.67 




X03100 


Human HLA-SB(DP) alpha gene 


1.8 


5093 


AF181671 


Homo sapiens clone 77jl3 polymorphic microsatellite sequence 


0.055 


5094 


AF356600 


Dictyostelium discoideum filament-interacting protein (fip) mRNA, 
complete cds 


0.19 v 


5UV5 


U36619 


Human Y-chromosome RNA recognition motif protein (YRRM) gene, 
exon 5, partial cds, subclone 7S2 


0.023 


5096 


AF243117 


Homo sapiens intrinsic factor-vitamin B 12 receptor (CUBN) gene, 
exons 52 and 53 


2 


DUy / 


XM 050127 


Homo sapiens oligophrenin 1 (OPHN1), mRNA 


0.5 | 


5098 


AJ251892 


Drosophila melanogaster mRNA for LIM domain protein (espinas 
gene) 


0.072 


5099 


AF036696 


Caenorhabditis elegans cosmid F15B10 


0.2 


5100 


AF052294 


Mus musculus phospholipase D2 gene, exons 13 through 25 and 
complete cds 


5.7 


5101 


AK026741 


Homo sapiens cDNA: FLJ23088 fis, clone LNG07026 


0.003 


5102 


K02212 


Human alpha- 1 -antitrypsin gene (S variant), complete cds 


1.7 
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5103 


AB055370 


Macaca fascicularis brain cDNA, clone:QflA-12708 


0.079 


5104 


AK008762 


Mus musculus adult male stomach cDNA, REKEN full-length 
enriched library, clone:22 1002 1122, full insert sequence 


2.1 


5105 


M71245 


Rat prostatein C3 subunit gene, complete cds 


0.69 


5106 


AY007089 


Homo sapiens clone TCCCIA001 10 mRNA sequence 


0.000009 


5107 


AF113007 


Homo sapiens PRO0066 mRNA, complete cds 


0.0007 


5108 


AF125461 


Caenorhabditis elegans cosmid Y8A9A, complete sequence 


0.69 


5109 


AF016179 


Rattus norvegicus putative pheromone receptor (Go-VN2) mRNA, 
complete cds 


0.071 


5110 


AK021604 


Homo sapiens cDNA FLJ1 1542 fis, clone HEMBA1002801 


0.026 


5111 


Z73968 


Caenorhabditis elegans cosmid C05A2, complete sequence 


0.54 


5112 


U40995 


Danio rerio Hox-al gene, complete cds 


0.009 


5113 


NCJKU728 


Odontoglossum ringspot virus, complete genome 


0.027 


5114 


2056 P10 ez4 
3 268157 


8778469 


gijo / fo*toy\ 

77.1|AC02 

(AC022492 
)F1L3.30 
[Arabidops 
is thaliana] 


5115 


AF234932 


Chtenopteryx sicula clone 9 actin gene, partial cds 


0.24 


5116 


M60858 


Human nucleolin gene, complete cds 


0.66 


5117 


XM 003100 


Homo sapiens hypothetical protein FLJ11142 (FLJ11142), mRNA 


0.23 


5118 


AF129278 


Buchnera aphidicola natural-host Diuraphis noxia gluconate-6- 
phosphate dehydrogenase (gnd) gene, partial cds 


6.4 


5119 


AF283665 


Heterodera glycines guanylyl cyclase mRNA, complete cds 


5.4 


5120 


AJ005205 


Homo sapiens 5HT3 gene for serotonin 3 receptor 


0.24 


5121 


AF1 35472 


Clostridium beijerinckii Rep protein gene, complete cds 


0.23 


5122 


XM 036007 


Homo sapiens transmembrane protein 1 (TMEM1), mRNA 


2.1 


5123 


AL031426 


Human DNA sequence from clone CTA-191D12 on chromosome 
22ql3. 1 Contains two exons of the APOL2 gene for apolipoprotein L 
2, ESTs and GSSs, complete sequence [Homo sapiens] 


0.000001 


5124 


XM 049821 


Homo sapiens hypothetical protein MGC14832 (MGC14832), mRNA 


5.4 


5125 


XM 028344 


Homo sapiens ribosomal protein L5 (RPL5), mRNA 


0.16 


5126 


AF016653 


Caenorhabditis elegans cosmid C41D7, complete sequence 


0.7 


5127 


Z96752 


H.sapiens telomeric DNA sequence, clone 8QTEL025, read 
8QTELOO025.seq 


0.006 


5128 


M61883 


Sus scrofa (pig) apomucin mRNA, 3* end 


0.026 
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5129 


AY005107 


Pentachondra pumila specimen-voucher Cherry 96/1 maturase (matK) 
gene, partial cds; chloroplast gene for chloroplast product 


2.2 


5130 


AF195044 


Homo sapiens beaded filament component protein (CP49) gene, 
partial cds 


0.57 


5131 


AK021963 


Homo sapiens cDNA FLJ11901 fis, clonfe HEMBA1007347 


0.0005 


5132 


AF034085 


Caenorhabditis elegans UNC-45 (unc-45) gene, complete cds 


0.0001 


5133 


U91929 


Mus musculus LI neural cell adhesion protein gene, 5* sequence and 
exon 1 


2.1 


5134 


NM 010781 


Mus musculus mast cell protease 6 (Mcpt6), mRNA 


0.68 


5135 


AB017918 


Mus musculus gene for gross cystic disease fluid protein 15, complete 
cds 


0.001 


5136 


U55243 


Dictyostelium discoideura glyceraldehyde-3-phosphate dehydrogenase 
(GAPDH) gene, partial cds 


0.24 


5137 


AF061296 


Homo sapiens sulfonylurea receptor (SUR2) gene, exon 9 


9E-45 


5138 


AL050314 


Human DNA sequence from clone 100G10 on chromosome 22ql3.31- 
13.33. Contains GSSs, complete sequence [Homo sapiens] 


6.4 


5139 


XM 036394 


Homo sapiens calcium/calmodulin-dependent protein kinase IV 
(CAMK4), mRNA 


0.003 


5140 


XMJ)47419 


Homo sapiens LOC87974 (LOC87974), mRNA 


0.21 


5141 


AJ404314 , 


Amphisorus hemprichii 18S rRNA gene, isolate 720 


0.71 


5142 


AF324889 


Homo sapiens myosin phosphatase target subunit 2 (MYPT2) gene, 
exon 1 


0.23 


5143 


J04434 


Bacteriophage PBS2 (fromB.subtilis) uracil-DNA glycosylase 
inhibitor gene, complete cds 


0.61 


5144 


XM041213 


Homo sapiens inter-alpha (globulin) inhibitor, HI polypeptide 
(mHl), mRNA 


5.5 


5145 


AF1 87881 


Homo sapiens leukointegrin alpha d gene, promoter and partial cds 


0.026 


5146 


Z70180 


P.quinquangularis chloroplast matK gene 


2 


5147 


AK025364 


Homo sapiens cDNA: FLJ21711 fis, clone COL10156 


0 


5148 


XM 045594 


Homo sapiens hypothetical protein MGC4816 (MGC4816), mRNA 


5E-82 


5150 


AB029068 


Mus musculus gene for Ser/Thr kinase KKIAMRE, exon 1, 2, 3, 4, 5 


0.63 


5151 


AF215555 


Blakea trinervia NADH dehydrogenase subunit F (ndhF) gene, partial 
cds; chloroplast gene for chloroplast product 


0.71 


5152 


XM 026967 


Homo sapiens hypothetical protein MGC2668 (MGC2668), mRNA 


1.9 


5153 


M32328 


C.pipiens esterase Bl gene, complete cds 


0.008 


5154 


U58744 


Caenorhabditis elegans cosmid F55F1 


0.43 | 


5155 


AF228498 | 


Escherichia coli AgaR (agaR), KbaZ (kbaZ), AgaV (agaV), AgaW 
(agaW), AgaE (agaE), AgaF (agaF), AgaA (agaA), AgaS (agaS), 
KbaY (kbaY), AgaB (agaB), AgaC (agaC), AgaD (agaD), and Agal 
(agal) genes, complete cds 


0.72 
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T\ Ifit TIT* 
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5156 


L36898 


odiiiidromyccs cerevisiae nuiocnonarion transier KN A-vjlu (tKNA- 
Glu) gene 


0.69 


5158 


D88262 


Pisum sativum PsCHS5 gene for chalcone synthase, complete cds 


0.7 


5159 


AK018080 


ivius mus cuius 1 1 uays emoiyo neaci cujn a, KlKJiN lull-iengtn 
enriched library, clone:6230403H02, full insert sequence 


6.4 


5160 




radJupdiuJTi compicie gene map 01 piastic-iiKe una (IK-aj 


0.022 


5161 




lyiL/LyudLciiuiu ui5wuiucuin nuviN A 


A AAA 

0.009 


5162 


rvTZO /ZU*f 


Candidatus Carsonella ruddii natural-host Cacopsylla brunneipennis 
ATP synthase alpha subunit (atpA) gene, partial cds; ATP synthase 
gamma suounii (atpvj; gene, complete cos; ana ATP synthase beta 

niniimt / o ♦"-r-vT > \ "\ nana 

suouiui ^aipuj gene, partial cos 


A A*»/r 

0.026 


5163" 


AF264650 


Asterella tenella tmL gene, intron sequence; chloroplast gene for 
chloroplast product 


6.4 


5164 




^aenornaouius eiegans cosmia k^j jxiv, complete sequence 


0.23 


5165 


Ul 1 QA^Q 


Plasmodium falciparum interspersed repetitive DNA and an open 
reading irame 


A AAO 

0.008 


5166 


AJVUU1 JOZ 


xiomo sapiens cjjjna rJuiiuDUU ns, clone NizivrzOUUjoy 


A 

0.23 


5167 


AF170023 


Anopheles gambiae clone 138 genomic sequence 


0.57 


5168 


AJUIZjJJ 


Buchnera aphidicola plasmid pBTc2, trpE and trpG genes 


0.006 


5169 


AF158077 


Pisacha naga 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.019 


5170 


UOO/Z1 


Botryotinia fuckeliana endopolygalacturonase 5 (BcPGA5) gene, 
complete cos 


A 11 

0.21 


5171 


/VTwUZDj /Z 


Uatvia contone «T^XT A « "CT Q -fie nlnno TJCT1 A im 

riomo sapiens cuina. ruzz/iy ns, clone xiM14jU7 i 


e-llo 


5172 


XJK/f M111A 

INJVl UJllJU 


Rattus norvegicus nuclear receptor subfamily 2, group F, member 1 
^iNrziij, rniviNA 


3 


5173 


AY034470 


Homo sapiens clone BGL2 mRNA sequence 


0.064 


5174 


AF108841 


Homo sapiens human endogenous retrovirus HERV-H10 pol protein 
(pol) gene, partial cds; env pseudogene and 3' LTR, complete 
sequence 


0.009 


5175 


AJZOIVD / 


Ciona intestinalis mRNA for nuclear lamin (lamin L2 gene) 


1 A 

1.9 


5176 




Homo sapiens a disintegrin and metalloproteinase domain 33 

{PJJAWljJjy IT1KINA 


0.7 r 


5177 


AF177983 


Homo sapiens NAD+-dependent 15-hydroxyprostaglandin 
dehydrogenase (PGDH) gene, promoter, exons 1 and 2 and partial cds 


9.9 


5178 


AF181632 , 


Drosorihila melanopa^ter RcDNA GH05095 fRcDNA OH05095^ 
mRNA, complete cds 


0.23 


5179 


AK018339 


Mus musculus 10 days neonate cerebellum cDNA, RIKEN full-length 
enriched library, clone:6530414F19, full insert sequence 


2.1 


5180 


XM 050838 


Homo sapiens wingless-type MMTV integration site family, member 
10A (WNT10A), mRNA 


0.22 


5181 


AJ308588 


Medicago truncatula partial mRNA for nodulin 25 (nod25 gene), 
clone 3 


4.3 
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5182 


AF229797 


Homo sapiens cis-golgi SNARE (GOSR1) gene, exon 9 and partial 
cds 


0 




Z68107 


Caenorhabditis elegans cosmid F48C5, complete sequence 


2.1 


DJoO 


AY026045 


Mus musculus germ cell-specific unknown protein mRNA, complete 
cds 


0.079 


jig! 


AF309515 


Staphylococcus aureus serine protease operon, complete sequence 


1 


J loo 


AF355I03 


Pleurotus ostreatus linear mitochondrial plasmid mlp2, partial 
sequence 


0.069 


5189 


AF055079 


Panulirus argus inositol 1,4,5-trisphosphate receptor (IP3R) mRNA, 
complete cds 


5.2 


5190 


AC007184 


Arabidopsis thaliana chromosome II section 163 of 255 of the 
complete sequence. Sequence from clones Tl 1P1 1 


6.1 


5191 


AB044348 


Arabidopsis thaliana AtSUGl mRNA, complete cds 


1.2 


5192 


XM_003320 


Homo sapiens hypothetical protein FLJ1 1 155 (FU1 1 155), mRNA 


5.3 


5193 


AF148987 


Legionella fallonii macrophage infectivity potentiator (mip) gene, 
partial cds 


0.067 


5194 


X54200 


Chicken mRNA for GARS-AIRS-GART 


0.019 


5195 


AE005885 


Caulobacter crescentus section 21 1 of 359 of the complete genome 


0.62 


5196 


AF228498 


Escherichia coli AgaR (agaR), KbaZ (kbaZ), AgaV (agaV), AgaW 
(agaW), AgaE (agaE), AgaF (agaF), AgaA (agaA), AgaS (agaS), 
KbaY (kbaY), AgaB (agaB), AgaC (agaC), AgaD (agaD), and Agal 
(agal) genes, complete cds 


0.63 


5197 


U09859 


Bos taurus enterokinase mRNA, complete cds 


6.2 


5198 


AF057708 


Populus balsamifera subsp. trichocarpa PTD protein (PTD) gene, 
complete cds 


0.68 


5199 


AF238381 


Homo sapiens PTOV1 (PTOV1) gene, complete cds 


0.18 


5200 


AF1 19554 


Plasmodium falciparum para-aminobenzoic acid synthetase gene, 
complete cds 


0.13 


520 1 


X82675 


B.taurus BoLA-All gene (exon 6-8) 


0.71 


5202 


AF303087 


Tilapia mossambica glycoprotein alpha subunit mRNA, partial cds 


0.64 


5203 


NM 006649 


Homo sapiens serologically defined colon cancer antigen 16 
(SDCCAG16), mRNA 


1.7 


5204 


AF240597 


Homo sapiens clone 7ptelcllt7 sequence 


e-112 


5205 


BC006702 


Mus musculus, RIKEN cDNA 4930529008 gene, clone MGC:7935 
IMAGE:3583936, mRNA, complete cds 


6.3 


5206 


AF295769 


Mus musculus SMAD1 gene, intron 1, partial sequence 


0.007 




AF1 18099 


Toxoplasma gondii PITSLRE-like protein kinase (tpkl) gene, partial 
cds 


1.9 


5208 


AF143952 


Homo sapiens PELOTA (PELOTA) gene, complete cds 


0.44 


5209 


AF028710 


Influenza A virus (A/HongKong/156/97(H5Nl)) nucleoprotein 
mRNA, complete cds 


1.7 


5210 


XM 017097 


Homo sapiens active BCR-related gene (ABR), mRNA 


0.7 
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P VAT TTP 


5211 


M33312 


Rat hepatic steroid hydroxylase IIA1 (CYP2A1) gene, complete cds 


0.54 


5212 


L05616 


nipfvnctpliiiTTi mimiirpnm /TlnnA^ DNA cp/inpnrp re*r\pni mmnn 


0 0A1 


5213 


AF001425 


Plasmodium falciparum chromosome 2, section 62 of 73 of the 

p/imnlptp cpfiitpnr^p 


U.Wl 


5214 


XM 006574 


xiomo sapiens similar to piaKopnmn z ytx, sapiensj {L\J\^y jz. /i) t 
mRNA 


0.009* 


5215 


XM011195 


Homo sapiens centromere protein E (312kD) (CENPE), mRNA 


0.002 


5216 


AF181881 


Helicobacter pylori TolB (tolB) and PAL (excC) genes, complete cds 


0.65 


5217 


U33208 


nuiiioii D-iyiiipiiowyic dt,uvauun diiugcn yp i . ij gene, cinidiiwci icgiuii 

and5'UTR 


0.0003 


5218 






0.7 


* 

5219 


AY032741 


Drosophila melanogaster H.M.S. Beagle transposon long terminal 
repeal, complete sequence, ana neai snoot protein nsp /u/vd gene, 
promoter and partial cds 


0.63 


5220 


AJ276592 


risum sativum upi mutant copi gene ior consunruvery 
photomorphogenic 1 protein, exons 1-19 


5.7 


5221 


AM U4M.JO 


Homo sapiens similar to cadherin related 23 (H. sapiens) 

4 J, ITlKINA 




5222 




Mus musculus 0 day neonate skin cDNA, RIKEN full-length enriched 

ItkrnMf /+lr\rta' A £. ^ 1 A 1 A T 1 T Alii inport fO/Tiia«/>A 

iiorary, cione.4oji4z4ji /, nui insert sequence 




5223 




jvicLnariococcus jamiascnii secuon i m 01 iou ox uie compicic genome 


V.vJ 


5224 




Homo sapiens cDNA: FLJ22954 fls, clone KAT09813, highly similar 
to rVru to j l j riomo sapiens Jrigi i iJriui i ) nitviNrv 




5225 


Y08580 


Rrubripes hsp70-3 gene, 3'UTR 


1.8 


5226 


AT KQQ1Q 


Human DNA sequence from clone RP1 1" 1096 17 on chromosome 1, 
compieie sequence [riomo sapiens j 




5227 


AF1 18099 


ioxopiasma gondii ri i o^ke-iikc proiein Kinase iipKij gene, paiuoi 
cds 


1.9 


5228 


U48937 


riomo sapiens amiioriue-sensiuve epitneiiai sooium cnannei gamma 
subunit gene, promoter region and exon 1 


5.1 


5229 


AK017057 


jvius inus cuius aaun maie lesus cljina, ivuvc.in iun-icngui cxinwncu 
library, done:4 93 3434120, full insert sequence 


1.8 


5230 


/vTv'r'r / /U 


TMiQpnnrntm^ tan^rn Tnirmcatpllitp HrTTfi nllplp *} rprjpat rPOinfl 
i lldCUpi ugJic La|JCla iiLiuiv/balwinc niuu aiicic ^ icpcm icgiuu 


4.6 


5231 


XM 012268 


Homo sapiens amino acid transporter 2 (KIAA1382), mRNA 


0.009 


5232 


BC008544 


mus museums, oimnar io nypouieucai protein, cione jviuv-.. / /wj 
TMAGE.3497634, mRNA, complete cds 


7E-22 


5233 


AB046353 


Sapporo-like virus Yak2-2000-jp pol gene for RNA-dependent RNA 
polymerase, partial cds 


6.2 


5234 


L07305 


Histoplasma capsulatum (clone pMS3) H-ATPase gene, complete cds 


0.65 


5235 


NM 012828 


Rattus norvegicus Calcium channel subunit beta 3 (Cacnb3), mRNA 


2 


5236 


AF277959 


Helicobacter pylori strain 96-74 BabB (babB) gene, partial cds 


0.71 
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5237 


Z16681 


H. sapiens (D8S266) DNA segment containing (CA) repeat; clone 
AFM151ye3; single read 


0.003 1 


5238 


AB049452 


Staphylococcus epidermidis composite transposon DNA, complete 
sequence 


0.077 


5239 


X83673 


X.laevis SSB1 gene 


1.5 


5240 


XM 045182 


Homo sapiens serine (or cysteine) proteinase inhibitor, clade F (alpha- 
2 antiplasmin, pigment epithelium derived factor), member 2 
(SERPINF2), mRNA 


6.2 


5241 


AF263074 


Cobitis paludica cytochrome b gene, partial cds; mitochondrial gene 
for mitochondrial product 


0.15 


5242 


XM_029785 


Homo sapiens Kell blood group (KEL), mRNA 


2.1 


5243 


AE006148 


Pasteurella multocida PM70 section 115 of 204 of the complete 
genome 


5.5 


5244 


X81975 


B.vulgaris mRNA for sucrose 6-phosphate synthase 


1.3 


5245 


NMJ)33105 


Homo sapiens beta cysteine string protein (LOC85479), mRNA 


0.000006 


5246 


AC006164 


Homo sapiens clone UWGC:y28gap from 6p21, complete sequence 


0.47 


5247 


AJ279971 


Canis familiaris microsatellite DNA, clone DTRcn.20 


0.022 


5248 


AE005618 


Escherichia coli 0157 :H7 EDL933 genome, contig 3 of 3, section 237 
of290 


0.56 


5249 


AJ012338 


Listeria monocytogenes NotI restriction site number two and flanking 
sequences 


1.6 


5251 


D 14027 


Mouse DNA for TL antigen, complete cds j 


5 


5252 


Y12285 


H.armigera mRNA for putative serine protease, clone SRI 06 


0.009 


5253 


AF281912 


Homo sapiens clone 16qtel_c89bt7 sequence 


1E-68 


5254 


NC_001790 


Ovine papillomavirus 2, complete genome 


0.61 


5255 


XM031110 


Homo sapiens kallikrein 10 (KLK10), mRNA 


0.041 


5256 


XM 042732 


Homo sapiens guanine nucleotide binding protein (G protein), alpha 
inhibiting activity polypeptide 3 (GNAI3), mRNA 


0.42 


5257 


XM_033541 


Homo sapiens KIAA0704 protein (ORP3), mRNA 


0.022 


5258 


AL5 12432 


Human DNA sequence from clone RP1 1-245H22 on chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] 


0.0001 


5259 


S82508 


Human adenovirus type 9 E4 protein (E4), Orf2, Orf3, Orf4, and OrfiS 
genes, complete cds; and Orf7 gene, partial cds 


1.6 


5260 


XM 015579 


Homo sapiens hypothetical protein FU13105 (FLJ13105), mRNA 


1.2 


5261 


AF009177 


Helicobacter pylori pfs protein homolog (pfs) and sigma 80 (rpoD) 
genes, complete cds 


0.6 


5262 


AB015470 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
clone:KlB16 


5.2 


5264 


L08970 


Nematode choline acetyltransferase (cha-1) gene, exons 1-11 and 
complete cds 


0.29 . 


5265 


D88193 | 


Brassica rapa DNA for S-receptor kinase, complete cds 


0.69 


5266 


XM 046294 


Homo sapiens testis expressed sequence 15 (TEX15), mRNA 


0.21 


5267 


XM_027078 


Homo sapiens ATPase, Class V, type 10D (ATP10D),-mRNA 


0.22 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ACCESSN 


DESCRIP 


P VAT TTF 

x V /vLU£i 


5268 


AK019309 


Mus musculus adult male hippocampus cDNA, RDCEN full-length 
enriched library, done:2900009I19, full insert sequence 




5269 


NM 016985 


Mus musculus mvotubularin related nrotein 1 ^Mtmrl^ mRNA 




5270 


AK020049 


Mus musculus 13 davs embrvo male tetfk cDMA BTTCFN fiill-lpnoth 
enriched library, clone:6030408K18, full insert sequence 


1.8 


5271 


AF323989 


Danio rerio transcriptional intermediary factor 2 mRNA, complete cds 


6.3 


5272 


AF175275 


Pisum sativum Uans-cinnamic acid hydroxylase (CYP73 A9) gene, 
CYP73A9-vl allele, partial cds 


v.v / J 


5274 


AF327749 


Mus musculus smoothelin gene, promoter and partial sequence 


Uij l X 


5275 


AJ276633 


Glomus mosseae partial TOR2 gene, exons 1-9 


6 


- 

5276 


AF1 10612 


Boophilus microplus cytochrome b apoenzyme (Cytb) gene, partial 

wuo, ixNo.>ir\ oci, uvi>irt-xjcu, iXvi>/\-v^jo, dim uvln /\-lvlCi genes, 

complete sequence; and NADH dehydrogenase subunit 2 (ND2) gene, 

oartial cds mitochondrial crenes for mifnrlinnHrifll •nmHiir'tc 


ft n7*) 


5278 


XM 043395 


Homo sapiens fatty acid desaturase 2 (FADS2), mRNA 


3E-36 


5279 


XM 046528 


Homo QanienQ 7inc finnpr nrntpin /rlnnp nW7-1 ^ /"TXTP1 11\ 

mRNA 


2 


5280 


U20807 


Bos tauras nrotein tyrosine nho<mhata$p RA14 mPMA rnrnnlptp rvlc 




5281 


XM 036368 


Homo sapiens hypothetical gene supported by AK026802 
rLOC91132) mRNA 


ft fvj£ 


5282 


XM 007023 


Homo sapiens G protein-coupled receptor kinase-interactor 2 (GIT2), 
mRNA 




5283 


U86362 


Saccharomvces cerevisiae MAT, ppnp riivpropnt nrnmntpr rpointi onH 
hvDothetical nrotein, comnlete cds 




5284 


Y11740 


H.sapiens whn gene, exon la and lb 


0.22 


5285 


S78915 


<fMul element insertion site clone 111 Irnaizp Trancnosnn ^ftrt nfl 


ft nn9 


5286 


AF3 10896 


Dictyostelium discoideum RacJ (racJ) gene, complete cds; LagC-like 
nrotein flat?C3^ ffene nartial cds* and unknown ppnps 


ft 11 


5287 


AJ012333 


Bnchnera anhidicola nlasmid nRTr? tmP anH trnfr trpnpc 


ft ft97 


5288 


AF282046 


Homo sapiens clone 15qtel c321bt7 sequence 




5289 


L25128 


Lvconersicon esculentum anxin-inrliicpd nrntpinase inhibitor f APPT\ 

</ i ^ ^ J 1 uUAill lllUUwvU yi UlvllluOv 1 ll_i.ll Ul lUi l«»XVi XI 

*ene, complete cds 


ft SI 


5290 


XM 049605 


Homo sapiens KIAA1467 protein (KIAA1467), mRNA 


2E-46 


5291 


AE002114 


Ureaplasma urealyticum section 15 of 59 of the complete genome 


0.054 


5292 


AF208678 


Aedes aegypti clone p502, Pony-Aa-B6 MITE repeat region 


3.9 


5293 


AK024656 


Homo sapiens cDNA: FLJ21003 fis, clone CAE03685 


5E-55 


5294 


NC 002355 


Bombyx mori mitochondrion, complete genome 


2.1 


5295 


AK023898 


Homo sapiens cDNA FLJ13836 fis, clone THYRO1000734 


0.008 


5296 


AE002342 


Chlamydia muridarum, section 70 of 85 of the complete genome 


1.9 I 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5297 


XM 032347 


Homo sapiens region containing TLS-associated serine-arginine 
protein 1; TLS-associated serine-arginine protein 2; TLS-associated 
serine-arginine protein 2; TLS-associated serine-arginine protein 2; 
TLS-associated serine-arginine protein 1; TLS-associa> 


0 


5298 


Z63116 


Ksapiens CpG island DNA genomic Msel fragment, clone 78e4, 
reverse read cpg78e4.rtla 


0.24 


5299 


AE006833 


Sulfolobus solfataricus section 192 of 272 of the complete genome 


6.4 


5300 


XM 032811 


Homo sapiens similar to ZINC FINGER PROTEIN 20 (ZINC 
FINGER PROTEIN KOX13) (DKFZP572P0920) (H. sapiens) 
(LOC90591), mRNA 


0.21 


5301 


AF202552 


Homo sapiens DNA methyltransferase (DNMT1) gene, exons 2, 3, 
and 4 


0.23 


- 

5302 


U92963 


Pygathrix roxellana NADH dehydrogenase subunit 3 (ND3) gene, 
partial cds, tRNA-Arg gene, complete sequence, NADH 
dehydrogenase subunit 4L (ND4L) and NADH dehydrogenase subunit 
4 (ND4) genes, complete cds, and tRNA-His, tRNA-Ser and tRNA- 
Leu genes, comp> 


0.17 


5303 


Z99833 


Euglena deses chloroplast psbC gene: complete group HI twintron, 
complete internal matl gene, partial 5' and 3* psbC exons 


4.7 


5304 


AB047962 


Macaca fascicularis brain cDNA, clone:QnpA-13041 


e-125 


5305 


AF159913 


Euplotes crassus transposon Tecl clone Tecl-2 orf 2 and orf 3 
pseudogenes, complete sequence 


0.5 


5306 


Y15435 


Kluyveromyces lactis PDC1 gene, promoter region 


0.087 


5307 


U67506 


Methanococcus jannaschii section 48 of 150 of the complete genome 


1.4 


5308 


U73943 


Bacillus subtilis phosphofructokinase I (pfkl) gene, partial cds; and 
pyruvate kinase I gene, complete cds 


2.2 


5309 


U72027 


Bos taurus photoreceptor disk rim specific protein rom-1 (ROM1) 
mRNA, partial cds 


0.06 


5310 


X16509 


Rice alpha-amylase gene 


2.1 


5312 


AB049900 


Macaca fascicularis brain cDNA, clone:QnpA- 19713 


0.01 


5313 


Z24756 


S.pombe rhp51 and rpal genes, complete CDS's 


0.003 


5314 


XM 002989 


Homo sapiens similar to hypothetical protein FLJ10546 (H. sapiens) 
(LOC93548), mRNA 


5E-62 


5316 


AL358272 


S .pombe chromosome I cosmid c458 v 


0.61 


5317 


XMJ)44123 


Homo sapiens cadherin 20, type 2 (CDH20), mRNA 


4E-48 


5318 


AF038866 


Bacteroides fragilis transposon Tn5520 transposase (bipH) and 
mobilization protein BmpH (bmpH) genes, complete cds 


0.73 


5319 


AF332577 


Homo sapiens prosomal P27K protein (PSMA6) gene, partial cds 


2E-51 


5320 


X68650 


O.cuniculus mRNA for ryanodine receptor 


0.55 


5321 


XM 038450 


Homo sapiens hypothetical protein FLJ20694 (FLJ20694), mRNA 


0 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VAT TTT7 
r V ALrUC 


5322 


Z65960 


H.sapiens CpG island DNA genomic Msel fragment, clone 69d2, 
reverse read coc69d2 rtlb 


1. / 


5323 


AF3 17661 


Candida albicans 60S acidic ribosomal protein type P2-A (p2A) gene, 
comolete cd$ 


< ft 

O.o 


5324 


AE001776 


Thermotoea maritime section RR nf 1^6 of fhp mmnlpfp o^>nnmp 


ft 6 A 


5325 


NM 031987 


Rattus norvegicus carnitine octanoyltransferase (COT), mRNA 


0.62 


5326 


AB035500 


Rana rusosa eene for FTZ-F1 exon 1 




5327 


U67490 


Methanococcus jannaschii section 32 of 150 of the complete genome 


0.2 


5328 


AB060000 


Glvcine max mRNA for hvnnthptiral nmtpin mmnlptp oHc 

clone:SSC2 


0 22 


5329 


U50840 


Borrelia garinii 70 kbp plasmid D6 protein gene, complete cds 


0.072 


533a 


U67535 


Methanococciis ianTifl<;chii Qprtinn 77 nf 1 50 nfthp rnmnlpfp opnnrnp 




5331 


AK001125 


Homo sapiens cDNA FLJ10263 fis, clone HEMBB 1000991 


3E-43 


5333 


AF029114 


'Tvowugadici &p. iuo iiuusujiidi x\in/\ gene, nuiocnonQnax gene ior 
mitochondrial RNA, partial sequence 


0.068 - 


5334 




T-Tnmo canipnc T^T^T") 1 X^A ncpurlnopnp pvnnr *7 tViT-z-inrrVi 1 C 
X2U1HU Dapiciio rAuir t pscuuugciiv, cxoiis> z uirougn U 


O.J 


5335 




Oryza sativa microsatellite MRG3819 containing (TA)X27, genomic 


ft ft? A 


5336 


AF146651 


Homo sapiens glyoxalase-I gene, complete cds 


0.056 


5337 


AB054516 


Globicephala meias DNA, SINE flanking sequence Mago22 locus 


0.024 


5338 




rioiiio sapiens v.suucione i_io irom jri rioo j uina sequence, complete 


ft ftfti 


5339 


TTft0951 


nuiiioij nunc t\yi\^.Dj\i i )iu\\j i vj )ii repeai~conianung nutviNA 


ft £^ 


5340 


AF298180 


Caenorhabditis elegans tropomyosin isoform IV mRNA, complete cds 


0.64 


5341 


XM 042336 


xiuiiiu bapiciia liypoulCUval gene bupponcu Uy t\±\\)jLjjyo 

("LOC92036} mRNA 


It. A. 


5342 


L44121 


Homo ^aniens (clone nlTfO \TY\ PX/TT1 A opn^ rpnMt unit 


ft onfti 


5343 


AE005556 


Escherichia coii 0157:H7 EDL933 genome, contig 3 of 3, section 175 
of 290 




5344 


AB035185 


Homo sapiens RHD gene, intron 9, complete sequence 


0.63 


5345 


AC013455 


Homo saniens BAC clone CTD-2147014 from 7nl9-n12l rnmnlpte 

AAVAllV DdpiWllO W VlUllO V* X XJ A,J*T 1 \J X*T XXSJliX /plZr pit, WV/UipiwiC 

sequence 


0.23 


5346 


AJ234722 


Hordeum vuleare eenomic DNA fratrment* clone MWO^fHI tpv 


0.24 


5347 


X79699 


H.sapiens ALU repeat, 230bp 


0.0003 


5348 


XM 050246 


Homo sapiens secretory protein SEC8; KIAA1699 protein (SEC8), 
mRNA 


0 


5349 


AB063075 


Macaca fascicularis brain cDNA clone:QtrA-l 1888, full insert 
sequence 


2E-19- 


5350 


Z56909 


H.sapiens CpG island DNA genomic Msel fragment, clone 152h9, 
reverse read cpgl52h9.rtla 


0.69 


5351 


L44121 


Homo sapiens (clone pHK2.1D) CMT1A gene, repeat unit 


0.069 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5352 


AE002722 


Drosophila melanogaster genomic scaffold 142000013385665, 
complete sequence > 


1.5 


5353 


AF201021 


Stachyarrhena sp. Jansen-Jacobs 4707 ribosomal protein S16 (rpsl6) 
gene, partial intron sequence; chloroplast gene for chloroplast product 


0.072 


5354 


Y17506 


Euplotes octocarinarus tRNA-Cys gene 


0.024 


5356 


XM 040513 


Homo sapiens hypothetical protein FU14454 (FIJI 4454), mRNA 


0.7 


5357 


AF287736 


Mus musculus DREAM/calsenilin/KChIP3 gene, complete cds and 
exons 3, 4 and 5, alternatively spliced 


2 


5358 


AF230807 


Danio rerio PITP-less RdgP-like protein (plrdgB) mRNA, complete 
cds 


6.1 


5359 


U67563 


Methanococcus jannaschii section 105 of 150 of the complete genome 


0.24 


5360 


AE000935 


Methanobacterium thermoautotrophicum from bases 1655364 to 
1666496 (section 141 of 148) of the complete genome 


0.21 


5361 


NM031819 


Rattus norvegicus FAT tumor suppressor (Drosophila) homolog (Fat), 
mRNA 


5.2 


5362 


XM_005889 


Homo sapiens kinesin-like 1 (KNSL1), mRNA 


3.6 


5363 


AF339829 


Homo sapiens clone IMAGE:609847, mRNA sequence 


0.022 


5364 


NM_007715 


Mus musculus circadian locomoter output cycles kaput (Clock), 
mRNA 


e-116 


5365 


XM 016117 


Homo sapiens hypothetical protein DKF2p586Fl 122 similar to 
axotrophin (DKFZP586F1 122), mRNA 


0 


5366 


XM 005554 


Homo sapiens regulator of differentiation (in S. pombe) 1 (ROD1), 
mRNA 


6.3 


5368 


X76311 


H.sapiens endothelial nitric oxidase synthase gene, exons 15 and 16 


0.7 


5369 


XM_001738 


Homo sapiens proteoglycan 4, (megakaryocyte stimulating factor, 
articular superficial zone protein) (PRG4), mRNA 


0.63 


5370 


AE000935 


Methanobacterium thermoautotrophicum from bases 1655364 to 
1666496 (section 141 of 148) of the complete genome 


0.23 


5371 


Y18011 


Phaedon cochleariae mRNA for chitinase 


0.021 


5372 


Z99768 


Flaveria trinervia gdcsP pseudogene 


4.5 


5373 


AF342852 


Fusobacterium ulcerans strain NCTC 12112 16S ribosomal RNA 
gene, partial sequence; internal transcribed spacer 1, complete 
sequence; and 23 S ribosomal RNA gene, partial sequence 


0.18 


5374 


BC003397 


Homo sapiens, hypothetical protein FLJ20505, clone MGQ4960 
IMAGE:3448518, mRNA, complete cds 


1E-69 


5375 


AF385088 


Homo sapiens NOD2 (NOD2) gene, N0D2-2722OC allele, exon 8 
and partial cds 


0.58 


5376 


NC_000863 


Papio cynocephalus provirus, complete genome 


0.22 


5377 


AF121217 


Rattus norvegicus pro-alpha-2(I) collagen (colla2) mRNA, complete 
cds 


5.5 


5378 


BC009075 


Mus musculus, beta-l,3-N-acetylglucosaminyltransferase 1, clone 
MGC:6892 IMAGE:2654354, mRNA, complete cds 


1.8 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACTESSN 


TYFQfTJTP 


D \/AT TTT7 


5379 


yvivi uuijti 


TJnmn carriptic TOirF7P5A*7F1ft1ft rwntpin flTVtt*F7P54TF1fnfY\ mDXTA 
ixUUlu adpiCUb 1-/ISJT i-a J*t /E/IvlVJ piOlClU V.UrvA Zvx .JH /H1U1UJ, HIivJNA 




5380 


XM 046408 


Homo sapiens KIAA1041 protein (KIAA1041), mRNA 


0.52 


5381 


/vrvuzu i\Ji 


Mus musculus 6 days neonate skin cDNA, RIKEN full-length 
C11111/IK.U uuiajy, t/iuiie. /\v j uuuxdiz, lull inseix sequence 


U.UUUUUl 


5383 


THT71 1 


r 

jiaciiiupiuiub uuiuciizdc i\.u bccuuii zo ui io j ui me wumpicic genome 


U.UZl 


5384 




IIUIIIU adpiCIlb l^fVXi_<t H JHIV I piUlClll \Ur±T£*r H J**rwl JOJ, UUvlN/\ 


v.JO 


5385 




I 

J3ucnnera apnicucoia anuiraniiaie synuiase large suDumi ^npxiy gene 
dJiu cuiuuaiuidic byjiuidbc biiiaix bUDUiui ^upvjy gene, conipitie cos 


v.QJ 


5386 


.A1V1 u 1 z Z J J 


numo sapiens ivllpduzj proicm ^ivjjl/ouzj^, huvina 


u.o 


5387 


AF1 Ttn^fi 


ziomo sapiens dudi protein gene, exon i / 


U.UUo 


5388 


AJvUzUVIO 


Mus musculus adult retina cDNA, RIKEN full-length enriched 
uorary, cione.AVJuuj iuu inseix sequence 


i < 

1.3 


5389 




Homo sapiens mRNA; cDNA DKFZp547E184 (from clone 
l/lsJrZ»pD4 /JtlHWJ 


1 C 

l.o 


5390 


AK021659 


Homo sapiens cDNA FLJ11597 fis, clone HEMBA1003856 


0.21 


5391 


AK024200 


Homo sapiens cjjjna jplji41.5o ns, clone mammaiuuz /to 


U.UUUU3 


5392 


AJ0H727 


Homo sapiens partial TOP2 beta gene, sequence G 


0.00003 


5393 


ArOloOvS? 


Homo sapiens leukemia inhibitory factor receptor (LIFG) gene, 
alternative promoter which is functional in non-placental tissues 




5394 


Ad063Uo5 


Macaca fascicularis brain cDNA clone:QtrA-14876, full insert 
sequence 


U.Uzo 


5395 


At 154673 


Homo sapiens olfactory receptor HPFHIOR (HPFHlOR) gene, 
complete cds v 


V.Z3 


5396 


AJiUU/ jUj 


otrepiococcus pneumomae seen on lcso oi iv4 oi ine complete genome 


o.o 


5397 


Z75199 


S.cerevisiae chromosome XV reading frame ORF YOR291 w 


0.081 


5398 


ADn/11 1 Oft 
ADU4Z lzU 


Bombyx mori Pao-like retrotransposon Kamikaze DNA, similar to 
poiyproiein cooing region 




5399 


AF379854 


Cloning vector pVLH/hsp, complete sequence 


0.0003 


5400 


XM_O09648 


Homo sapiens HSPC072 protein (HSPC072), mRNA 


0.022 


5401 




IVldCaCd IdSClCUlallS Plain Ci-'IN/Y, C10nc.v^ll/\"1 J*toO 




5402 


AJVUZ 1 OZ*t 


xiomo sdpiens cl/in/\ rLtji i /dz us, ciunc ricivxDriiuujo/i/ 




5403 


AL513O10 


Human DNA sequence from clone RP1 1-30M17 on chromosome 6, 
complete sequence [Homo sapiens] 


0.026 


5404 


AK023753 


Homo sapiens cDNA HJ13691 fis, clone PLACE2000100 


0.077 


5406 


AK014452 


Mus musculus 18 days pregnant adult female placenta and extra 
embryonic tissue cDNA, RIKEN full-length enriched library, 
clone:3830422K02, full insert sequence 


0.17 


5407 


XM_003220 


Homo sapiens polybromo 1 (PB1), mRNA 


1E-35 


5408 


Z78918 


Hsapiens flow-sorted chromosome 6 HindHI fragment, SC6pA19C6 


1.5 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VAT TTF 

XT V/VLjUXw 


5409 


L13289 


Mycoplasma pirum purine phosphorylase gene, 3 ! end, 

UCUAjllUUdiUvjldoC, UljrllUUlIIC pilUajJUOiyiaSe, vyilulUC QcaniinaSCy 

phosphomannomutase genes, complete cds, and those phosphate 
isomerase *?ene 5 1 end 


0 OA 


5410 


AC024203 


Caenorhabditis elegans cosmid Y72A2A, complete sequence 


6.3 


5411 


AF373586 


Homn ^flnipriQ translocation hrpalcnnint \4T T T1/MT T ■fiicinn optip 

partial sequence 


0.54 


5412 


Z46774 


A nlPiiTAnnpiimnninP tfHA opnp fnr tfrQrtcfprrinJhin/liTicr nmtpin /"1QAQ 
^V.UivlUULJXlwUlLlUlliClW Ll U/v XU1 UdXioXGlXXIl-UXXlUXXlg UI U I Gill yl7*r3' 

bp) 


0.025 


5413 


AF319044 


\4ptAanAcarpinJi apptrvATiinc ctrain C**) A ^Atnif* ( mtaT7"\ on/1 Y4taf« 
ivxwlildxiuadx Cilia dGCixvuidxxa oudixi xvxmr ^llluir J ailu ivlidvj 

(mtaG) genes, complete cds 


0.44 


5414 


AE001933 


DeinfimfViiQ rflrfinriiiranQ Til <prtinn 70 nfOOQnf tht> romnlptp 

JLyt/illU^AikA/liO KlUiwlUalld XVI SvwlXUXl l\f UI UX IX lw vUXilUlGlC 

chromosome 1 


6.3 


5415 


M22734 


Mmnnn nlatplpt-rfprivprf irrnwth farf nr A tvnp rpppntnr mPWA 
comnlete cd<» 




5416 


AF2 64650 


Asterella tenella trnL gene, intron sequence; chloroplast gene for 

chlornrilast nrnrturt 

ClUUiUlJldOl UlUuuvL 


6 A 


5417 


AFJ7R571 
fir j / oj i x 


Sambucus nigra clone VBL85 thaumatin-like protein (TLP1) mRNA, 

pnmnlptp pHc 


1 fs 

l.v 


5418 


US'} 181 


Rattiic tiatvpoipiic 9 SO 1cTj5! PctTAiiccnppvfip nmtpin mTJXTA narHal pHc 

X\dLlU3 J1VJ1 VwglvUD X-~J\J AJ_/a GollUUo-oUdrlXXl* lyiUlGiXI lUI\XN/\, LXolUoX WUo 


0 7 


5419 


AK09667T 


Unmn canipnc rDNA* FT T9^090 fic rlntip T TvJfr00Q4.^ 


0 94 


5420 


YM 041167 


Homo sapiens NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 

f \ 1 J AX-/, OX J) ^M/UIJJt J, XllT\X>l/\ 




5421 


Avniooio 

/\ i yjjyyjy 


Arabidopsis thaliana unknown protein (F11F12.23) mRNA, complete 

vtlb 




5422 


AF9 50135 


lVXUo IllUaLUlUo bpnuillg IdLlUl QLO J ^riZOHJ IllXvTNrV, pdllldi COS, 

altprnarivplv ct*1i<v*H 
dxiw uauvwtjr sjjuutu 


9 1 

Z.l 


5423 


M32328 


C.pipiens esterase Bl gene, complete cds 


0.003 


5424 


TIQ5169 


"Roc tannic itiwqtH Tpr*tifipT* Tv^tQccinTn f*h?intn»1 TITU^ mTJWA rrxm *il f*tt> 

DVb idurus ixiwdJu icLuxici poidbdiuiii ciioiixici ojuv nuNJN/i, compicic 


0 000 

V.UV/7 


5425 


AF002157 


TTf*panl3oma nrpfllvtiniTn Qpptifin of nf thp rnmnlptp opnnmp 

UXvd^/laolllO UI Cttljr UWU1I4 SW^lXvXi JO UX UX IXlw WwlllLXXClC KQlXUXXlw 


5 7 


5426 


AF270633 


Homo sapiens clone 5qtel_c25t3 sequence 


9E-56 


5427 


Z28252 


S cerevi«;ifle chrATno^fime X7 reflriinp iiraTTie ORT 7 VTCR097w 


0.18 


5428 


AE002601 


Drosophila melanogaster genomic scaffold 142000013385253, 
comnlete seauence 


0.2 


5429 


AJ403990 


Hvla arborea microsatellite DNA. clone WHA1-61 


3.8 


5430 


NM 019253 


Rattus norvegicus protein tyrosine phosphatase, non-receptor type 5 
(Ptpn5), mRNA 


0.73 


5431 


AE006543 


Streptococcus pyogenes Ml GAS strain SF370, section 72 of 167 of 
the complete genome 


0.61 


5432 


AF146363 


Homo sapiens islet cell autoantigen ICA69 (ICA1) gene, exon 1 and 
partial cds 


0.073 


5433 


M96943 


Human profilaggrin gene exons 1-3, 5' end 


0.066 


5434 


AK025246 


Homo sapiens cDNA: FLJ21593 fis, clone COL07050 


0.18 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5435 


XM 027835 


Homo sapiens general transcription factor 1IIC, polypeptide 4 (90kD) 
(GTF3C4), mRNA 


5.9 


5437 


AJ223441 


Branchiostoma floridae Pa\6 gene (AmphiPax6), clone J2 


0.24 


5438 


AB048345 


Equus caballus DNA, chromosome Xp21, microsatellite TKY39 


0.73 


5439 


AB049844 


Macaca fascicularis brain cDNA, clone:QhpA-18434 


2.2 


5440 


XM 036740 


Homo sapiens similar to nuclear pore membrane glycoprotein 210 (M. 
musculus) (LOC91181), mRNA 


0.19 


5441 


AK019537 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4921505C17, full insert sequence 


0.081 


5442 


AE003964 


i 

Xylella fastidiosa 9a5c, section 1 10 of 229 of the complete genome 


6 


5443 


X95276 


P.falciparum complete gene map of plastid-like DNA (IR-B) 


0.008 


5444 


AF3 10264 


Ovis aries leptin mRNA, partial 3' UTR 


2.2 


5445 


XM_048688 


Homo sapiens hypothetical protein FLJ10420 (FIJ10420), mRNA 


2.2 


5446 


AC007133 


Arabidopsis thaliana chromosome II section 209 of 255 of the 
complete sequence. Sequence from clones T6A23, F13I13 


2 


5447 


AJ011727 


Homo sapiens partial TOP2 beta gene, sequence G 


0.00003 


5448 


AF2 14665 


Womo ^anien^ cAMP resnonsive element modulator fCREM^ f?ene 
exon H 


0.52 


5449 


AF269319 


StaDhvlo coccus enidermidis strain SRI clone steD 1002a02 genomic 
sequence 


1.9 


5450 


AE001393 


Pln^mnriiiim falcinanim chromosome 2 section ^0 of 73 of the 

A ladl IIVUIU 111 lalw/l£S<U 1X1 14 WlUUlllUdUUlW X>, OWVUUU JU Ul / •» Ul U1W 

complete sequence 


0.72 


5451 


XM 002437 


Homo sapiens cAMP-regulated guanine nucleotide exchange factor II 
(CAMP-GEFH), mRNA 


7E-32 


5452 


AF298224 


Homo sapiens RPCI-II 289E13 CD21 gene, partial cds 


0.007 


5453 


AF254641 


Homo sapiens oxytocin/vasopressin intergenic region 


0.01 


5454 


XM 010303 


Homo sapiens phosphate cytidylyltransferase 1, choline, beta isoform 
(PCYT1B), mRNA 


2 


5455 


AKO 14447 


Mus musculus 18 days pregnant adult female placenta and extra 
embryonic tissue cDNA, RIKEN full-length enriched library, 
clone:3830421F13, full insert sequence 


0.22 


5456 


M21084 


P.hybrida 5^nolr^ruvylshilcimate 3-phosphate synthase mRNA, 
complete cds 


0.24 


5457 


XM 006648 


Homo sapiens Microflbril-associated glycoprotein^ (MAGP2), 
mRNA 


1.4 


5458 


AF175434 


Gallus gallus T cell receptor delta chain (TCRD) pseudogene, partial 
sequence 


0.76 | 


5459 


AE000775 


Aquifex aeolicus section 107 of 109 of the complete genome 


0.0008 


5460 


XM 031261 


Homo sapiens similar to KIAA0377 gene product (H. sapiens) 
(LOC90371), mRNA 


1.6 


5461 


BC008389 


Homo sapiens, Similar to hypothetical protein LOC57821, clone 
IMAGE:4076369, mRNA 


0.24 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


OJDl^ UJ 

NO 


ACCESSN 


DESCRIP 


P VALUE 


5462 


AF327739 


Streptococcus thermophilus Pebl (pebl), GlnQ (glnQ), response 
regulator Rrl (rrl), Hpk2 (hpk2), YycJ-like protein (yycJ), and MurM 
(murM) genes, complete cds 


0.63 


5463 


AY030939 


MV-1 isolate NC3940-1998 from USA pol polyprotein (pol) gene, 
partial cds 


0.026 


C A £ A 

5464 


XM 049237 


Homo sapiens KIAA0841 protein (KIAA0841), mRNA 


0.053 


- C Af £ 

5465 


AY017147 


Paracheilognathus imberbis mitochondrial control region, partial 
sequence 


0.25 


5466 


X81451 


Kfrontalis enolase gene, promotor region 


0.009 


5467 


AF271036 


Mus musculus clone rF12m odorant receptor gene, partial cds 


2E-08 


5468 


J05637 


Yeast (S.cerevisiae) 70 kDa heat shock protein (SSA4) gene, complete 
cds 


0.22 


5465/ 


X75420 


P.falciparum (FCR3) cpn60 gene 


0.025 


5470 


AF213017 


Acinetobacter calcoaceticus KHP18 partial pKLH2 plasmid including 
aberrant mercury resistance transposon TnPKLH2, truncated insertion 
sequence IS1011.D1, and determinants for CinH resolution system 


1.9 


5471 


AC024806 


Caenorhabditis elegans cosmid Y52E8A, complete sequence 


0.026 


5472 


AF183178 


Drosophila melanogaster filamin isoforms A and B (Filamin) gene, 
exons 1 and 2 


0.043 


5473 


AF209925 


Plasmodium falciparum STARP antigen (STARP) gene, complete cds 


2.1 


5474 


AJ4 10864 


Ectomycorrhizal isolate ECM 133 internal partial internal transcribed 
spacer 1 (ITS1), 5.8S ribosomal RNA gene, and partial internal 
transcribed spacer 2 (ITS2); isolate ECM 133 


2 


5475 


NC 001889 


Dictyostelium discoideum plasmid Ddp5, complete sequence 


2.1 


5476 


AY009594 


Boophilus microplus clone PNC 189 isolate Kilkivan2 microsatellite 
sequence 


0.19 


5477 


U55723 


Human ataxia-telangiectasia (ATM) gene, exon 25 


0.69 


5478 


AF197229 


Saguinus oedipus MHC class II antigen (Saoe-DRBl) gene, Saoe- 
DRB 1*0303 allele, partial sequence 


0.00004 


5479 


AE001290 


Chlamydia trachomatis section 17 of 87 of the complete genome 


0.2 


5480 


XM_016611 


Homo sapiens similar to 8-oxoguanine DNA glycosylase (H. sapiens) 
(LOC93577), mRNA j 


0.069 


5481 


AJ224148 


Saccharomyces cerevisiae mitochondrial Tyr-tRNA, Asn-tRNA and 
Met-tRNA genes 


0.026 


<A O 

5482 


AK022243 


Homo sapiens cDNA FLJ12181 fis, clone MAMMA1000746 


0.17 


5483 


U07354 


Legionella pneumophila Philadelphia-1 intracellular multiplication 
region (icmV, icmW, icmX, lphB) genes, complete cds 


0.33 


5454 


AE001366 


Plasmodium falciparum chromosome 2, section 3 of 73 of the 
complete sequence 


0.14 


5485 


AE001385 


Plasmodium falciparum chromosome 2, section 22 of 73 of the 
complete sequence 


1.5 


5486 


L81686 


Homo sapiens (subclone l_a3 from PI H54) DNA sequence, complete 
sequence 


0.62 


5487 


XM 017648 


Homo sapiens leucine-rich repeat-containing 2 (LRRC2), mRNA 


0.0006 



415 



BNSDOCID: <WO 0214500A2J_> 



PCT/US01/25840 

WO 02/14500 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5488 


AE001372 


Plasmodium falciparum chromosome 2, section 9 of 73 of the 
complete sequence 


1.9 


5489 


246943 


Ksapiens lipoprotein lipase (LPL) gene (intron 9) 


0.58 


5490 


U68246 


Dictyostelium discoideum WacA (wacA) gene, complete cds 


0.O03 


5491 


AK009952 


Mus musculus adult male tongue cDNA, RDCEN full-length enriched 
library, clone:2310057C01, full insert sequence 


0.08 


5492 


AF190794 


Arabidopsis thaliana subtilisin-type serine endopeptidase XSP1 
mRNA, complete cds 


1.9 


5493 


AF336796 


Plasmodium falciparum dynamin-Iike protein (dyn) mRNA, complete 
cds 


9.6 


5494 


AB035844 


Coturnix coturnix japonica DNA, microsatellite GUJ0034 sequence 


0.026 


5495* 


AF127240 


Nicotiana tabacum cultivar Xanthi arginine decarboxylase 1 (ADC1) 
gene, complete cds 


0.42 


5496 


AY019789 


Oryza sativa microsatellite MRG2114 containing (AT)X78, genomic 
sequence 


0.003 


5497 


AF106953 


Homo sapiens SOS1 (SOS1) gene, partial cds 


0,43 


5498 


XM 007172 


Homo sapiens mab-21 (C. elegans)-like 1 (MAB21L1), mRNA 


0.014 


5499 


NM 006915 


Homo sapiens retinitis pigmentosa 2 (X-linked recessive) (RP2), 
mRNA 


0.003 


5500 


X95961 


Athaliana CER3-like gene 


0.071 


5501 


XM 041428 


Homo sapiens inositol 1,4,5-triphosphate receptor, type 1 (TTPR1), 
mRNA 


0.18 


5502 


S50200 


dopamine beta-hydroxylase [mice, Genomic/mRNA, 2274 nt] 


2.1 


5503 


AE001178 


Borrelia burgdorferi (section 64 of 70) of the complete genome 


0.026 


5504 


Z74797 


S.cerevisiae chromosome XV reading frame ORF YOL055c 


2.1 


5505 


X15979 


Plasmodium falciparum alpha-tubulin I gene 


0.0008 


5506 


AF221538 


Cryptosporidium felis heat shock protein 70 (HSP70) gene, partial cds 


1.8 


5507 


AF083226 


Caenorhabditis elegans nuclear receptor NHR-8 (nhr-8) mRNA, 
complete cds 


0.69 


5508 


AF262729 


Ornithorhynchus anatinus olfactory receptor pla32 gene, partial cds 


6E-10 


5509 


AF263057 


Cobitis arachthosensis ATP synthase 8 (ATP 8) and ATP synthase 6 
(ATP 6) genes, complete cds; mitochondrial genes for mitochondrial 
products 


2 


5510 


AF061244 


Agrocybe aegerita B type DNA polymerase (Mtpol) gene, complete 
cds; tRNA-Asn gene, complete sequence; and unknown genes, 
mitochondrial genes for mitochondrial products 


0.003 


5511 


X64612 


H.sapiens dystrophin-gene (introns 13/42) 


0.69 


5512 


AF269472 


Staphylococcus epidermidis strain SRI clone step.l005al2 genomic 
sequence 


0.21 


5514 


AF297021 


Homo sapiens GE36 gene, exon 8 


0.12 


5515 


AL391744 


S.pombe chromosome I cosmid cl7D4 


0.42 


5516 


XM 034682 


Homo sapiens similar to general transcription factor II, i (H. sapiens) 
(LOC90875),mRNA 


7E-22 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5517 


AF361817 


Arabidopsis thaliana Atlg06730/F4H5_22 gene, complete cds 


0.69 


5518 


Z48243 


A.thaJiana PARP mRNA for PARP protein 


0.69 


5519 


AL390169 


Homo sapiens mRNA; cDNA DKFZp547D064 (from clone 
DKFZp547D064) 


e-180 


5520 


NM 032141 


Homo sapiens hypothetical protein DKFZp434K1421 
(DKFZP434K1421), mRNA 


e-169 


5521 


XM 037214 


Homo sapiens laminin, alpha 5 (LAMA5), mRNA 


0.62 


5522 


AL1 10675 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.008 


5523 


AF124216 


Dasyurus viverrinus/maculatus mixed DNA library microsatellite 
Q4.4.10 sequence 


1.9 


5524- 


AL583762 


Human chromosome 14 DNA sequence Partial sequence from BAC R- 
1 109N18 JPCR1 of library RPCM 1 from chromosome 14 of Homo 
sapiens (Human), complete sequence 


6E-42 


5525 


AC024758 


Caenorhabditis elegans cosmid Y37E11AM, complete sequence 


1.4 


5526 


AF260528 


Homo sapiens MER receptor tyrosine kinase (MERTK) gene, exons 
17 and 18 


3E-35 


5527 


AF246997 


Plasmodium falciparum malaria exported protein- 1 (EXP-1) gene, 
complete cds 


0.019 


5528 


XM 011810 


Homo sapiens sigma receptor (SR31747 binding protein 1) (SR-BP1), 
mRNA 


3.9 


5529 


XM 011100 


Homo sapiens complement component 7 (C7), mRNA 


5.9 


5530 


X64315 


S.scrofa mRNA for Na/D -glucose cotransporter regulatory-subunit 


0.0007 


5531 


XM 048945 


Homo sapiens bromodomain adjacent to zinc finger domain, 2A 
(BAZ2A), mRNA 


3.4 


5532 


XM 046506 


Homo sapiens DKFZP566I1024 protein (DKFZP566I1024), mRNA 


1E-10 


5533 


XM 002977 


Homo sapiens ring finger protein 13 (RNF13), mRNA 


2.8 


5534 


AJ300359 


Homo sapiens partial RYR2 gene for ryanodine receptor 2, exon 20 


1E-36 


5535 


BC008590 


Homo sapiens, hypothetical protein FLJ21313, clone MGC:16820 
IMAGE:4 148772, mRNA, complete cds 


e-154 


5536 


XM 050246 


Homo sapiens secretory protein SEC8; KIAA1699 protein (SEC8), 
mRNA 


6 


5537 


AL442094 


Homo sapiens mRNA; cDNA DKFZp547E024 (from clone 
DKFZp547E024) ! 


2 


5538 


AF225975 


Tribolium castaneum Tc-tailless gene, upstream regulatory region and 
partial cds; tRNA-Tyr gene, complete sequence; and unknown gene 


0.24 


5539 


AJ304934 


Sidalcea malviflora x Sidalcea oregana 5.8S rRNA gene, internal 
transcribed spacer 1 (ITS1) and internal transcribed spacer 2 (TTS2) 


2.1 


5540 


AE001528 


Helicobacter pylori, strain J99 section 89 of 132 of the complete 
genome 


0.009 
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Table 3A 1 Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5541 


XM 046698 


Homo sapiens putative DNA/chromatin binding motif (PLU-1), 
mRNA 


2.5 


5542 


AF101309 


Caenorhabditis elegans cosmid H24G06, complete sequence 


2.1 


5543 


AL023839 


Caenorhabditis elegans cosmid Y39A1C, complete sequence 


1.4 


5544 


XM 017673 


Homo sapiens hypothetical protein FLJ21934 (FLJ21934), mRNA 


0 


5545 


U27317 


Homo sapiens 11 beta-hydroxysteroid dehydrogenase 2 (HSD11B2) 
gene, complete cds 


2E-92 


5546 


XM 045095 


Homo sapiens KIAA1320 protein (KIAA1320), mRNA 


0.6 


5547 


AF143066 


Lepidopilum scabrisetum ribosomal protein system 4 (rps4) gene, 
partial cds 


0.25 


5548 


BCO1O880 


Homo sapiens, Similar to dihydror^rimidinase-like 2, clone 
MGC:1757 IMAGE:3542012, mRNA, complete cds 


5.2 


5549 


L25128 


Lycopersicon esculentum auxin-induced proteinase inhibitor (ARPI) 
gene, complete cds 


0.55 


5550 


NM 030665 


Homo sapiens retinoic acid induced 1 (RAI1), mRNA 


9E-57 


5552 


AF127699 


Erythroxylum argentinum chloroplast atpB-rbcL spacer 


5.5 


5553 


U97192 


Caenorhabditis elegans cosmid C01F4, complete sequence 


2.7 


5554 


AF145302 


Arabidopsis thaliana 14-3-3 protein GF14 epsilon (GRF10) gene, 
complete cds 


8.9 


5555 


AF169241 


Citrus sinensis capsanthin/capsorubin synthase (CCS) gene, complete 
cds 


0.21 


5556 


AF153268 


Tetrahymena thermophila dynein heavy chain (DYH6) gene, partial 
cds 


1E-15 


5557 


L13966 


Mouse delta/YYl/NF-E 1/UCRBP transcnption factor, exon 3 


0.65 


5558 


AF172730 


Streptococcus gordonii Sagp-like protein gene, complete cds; and Oct- 
like protein gene, partial cds 


1.9 


5559 


AL591422 


Human DNA sequence from clone RP11-124P3 on chromosome X, 
complete sequence [Homo sapiens] 


1.8 


5560 


AF328433 


Homo sapiens clone 2qtel c275 24t3 sequence 


4.8 


5561 


AF052640 


Podarcis pityusensis cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


2.3 


5562 


AF133000 


Cicindela marutha 16S large subunit ribosomal RNA, mitochondrial 
gene for mitochondrial product, complete sequence 


0.024 


5563 


AJ239057 


Antirrhinum majus far gene for farinelli protein 


5.1 


5564 


AL032651 


Caenorhabditis elegans cosmid Y6D1A, complete sequence 


2 ! 


5565 


AJ278974 


Homo sapiens partial SNAP-23 gene for synaptosome associated 
protein-23, exons 6-8 


1.8 


5566 


M33379 


Guinea pig lipoprotein lipase (gplpl) gene, exon 3-7 


0.46 


5567 


AF303443 


Rheum reticulatum tRNA-Leu (trnL) gene and tmL-trnF intergenic 
spacer, partial sequence; chloroplast gene for chloroplast product 


0.018 


5568 


L81826 


Homo sapiens (subclone l_gl0 from PI H39) DNA sequence, 
complete sequence 


4E-16 


5569 


NM 005958 


Homo sapiens melatonin receptor 1A (MTNR1A), mRNA 


2 


5570 


AJ133356 


Homo sapiens MSMB gene (partial), exons 2-3 


0.66 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCMP 


P VALUE 


5571 


D86577 


Human herpesvirus type 7 U38 gene, U39 gene for glycoprotein B and 
U40 gene for DNA polymerase, complete and partial cds 


0.5 


5572 


AE006578 


Streptococcus pyogenes Ml GAS strain SF370, section 107 of 167 of 
the complete genome 


0.008 


5573 


U31170 


Streptococcus mutans ATPase operon, complete sequence 


0.041 


5575 


AF301004 


Schistosoma mansoni thioredoxin peroxidase 3 (TPx3) gene, complete 
cds 


0.23 


5576 


AF269295 


Staphylococcus epidermidis strain SRI clone step.l000d09 genomic* 
sequence 


2 


5577 


AF1 14934 


Saccharomyces sp. S6U ATP synthase subunit 8 (ATP8) gene, 
mitochondrial gene encoding mitochondrial protein, complete cds 


0.008 


5578 


AF261143 


Homo sapiens chromosome 9 lung cancer-associated mRNA 


2 


5579 


X95276 


P.falciparum complete gene map of plastid-like DNA (IR-B) 


0.00003 


5580 


NM 030844 


Rattus norvegicus islet cell autoantigen 1, 69 kDa (leal), mRNA 


0.63 


5581 


XM_001738 


Homo sapiens proteoglycan 4, (megakaryocyte stimulating factor, 
articular superficial zone protein) (PRG4), mRNA 


0.21 


5582 


AB060860 


Macaca fascicular^ brain cDNA clone:QtrA-11624, full insert 
sequence 


5.1 


5583 


NC 001566 


Apis mellifera ligustica mitochondrion, complete genome 


0.15 


5584 


AF239566 


Polycycnis ornata tRNA-Leu (trnL) gene, partial sequence; and traL-F 
intergenic spacer region, complete sequence; chloroplast gene for 
chloroplast product 


0.008 


5585 


X92893 


C.roseus GGPP synthase gene 


1.6 


5586 


XM 002601 


Homo sapiens desmin (DES), mRNA 


5.7 


5587 


NM_012745 


Rattus norvegicus CD94 antigen (located within the rat natural killer 
gene complex) (Klrdl), mRNA 


1.4 


5588 


AK022035 


Homo sapiens cDNA FLJ11973 fls, clone HEMBB1001221 


0.023 


5589 


AB020595 


Plasmodium falciparum 1-CysPxn mRNA for 1-cys peroxidoxin, 
complete cds 


1.4 


5590 


AL121778 


Human DNA sequence from clone RP5-839B11 on chromosome 20. 
Contains the first coding exon of the gene for a novel protein with a 
Kunitz/Bovine pancreatic trypsin inhibitor domain and WAP-type 
(Whey Acidic Protein) 'four-di sulfide core' domains and an e> 


0.07 


5591 


AF222338 


Rattus norvegicus voltage gated N-type calcium channel alpha IB 
gene, partial cds, alternatively spliced 


5.8 


5592 


AF247193 


Mus musculus endobrevin (Vamp8) gene, exon 1 


0.18 


5593 


AC026061 


Homo sapiens B AC clone RP1 1-223K9 from Y, complete sequence 


e-163 


5594 


XM 030132 


Homo sapiens ubiquitin specific protease 9, X chromosome 
(Drosophila fat facets related) (USP9X), mRNA 


0.21 


5595 


AK015052 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, done:4930402K13, full insert sequence 


0.22 


5596 


AK023333 


Homo sapiens cDNA FU13271 fls, clone OVARC1001000 


0.002 


5597 


AB058702 


Homo sapiens mRNA for KIAA1799 protein, partial cds 


0.007 


5598 


Z36800 


H.sapiens (xsl49) mRNA, 250bp 


0.0003 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 




DESCRIP 


P VALUE 


5599 




Wnmn cimipnc raHViprin 9A tvnp 9 f rTTH^O^ nVRNA 


4E-48 


5600 


XMJ)30272 


Homo sapiens LOC88835 (LOC88835), mRNA 


0.3 


5601 




orugia maiayi micronianai sncaui proiein orirja V/Dmsupj*i/ dna 
microfilaria! sheath protein SHP3 precursor (Bmshp3) genes, 
compicLc cub 


0.089 


5602 


U59882 


Mus musculus MLH1 gene, exon 2 


5.2 


5603 


AL591498 


Human i/i\A sequence xroni cione i\ri 1 i i ji^i* uii vuiuixiusuiuc u» 
complete sequence [Homo sapiens] 


1.8 


5604 




Pothic nrvft/pcnmc RT! PI ncpnHnoMiP finr 11 , nnticen 

XVallUb IIUI VGglLUb IN. 1 l.X^X £JaCUU.UgClil> iUl iLi CUIUg^U 


2 


5605 


AB009907 


Luciola kuroiwae mitochondrial DNA for 16S rRNA, partial sequence 


0.003 


5606 


AF336829 


Rattus norvegicus NEDD8-activating enzyme mRNA, complete cds 


0.58 


5607 


A Til CYXAA 


CmiIJ nAimip r»nrki^«ii1o nortiol mRMA fnr •frVIIirlp ctimnlntino hrvrmfvnf* 

ocynor ninus canicuia parxidi iutvina iu* iuiiivxc bu-uiiuauiig uuiuiuiig 

Iia+o niYilinit /"fell VlPtQ (T(*Tt(*\ 

Deia SUDUIUl {lSn UCld geiicj 


0.22 


5608 


DU0653 


riomo sapiens gene ior enxenu biiiooiii miibuic iim id'Awmt, cauu o 


2 


5609 




onuiue vector pn a complete sequence 


2 


5610 


AK0048U4 


Mus musculus adult male lung cDNA, RDCEN full-length enriched 
library, clone, izuuui 015 11, iuii lnsen sequence 


5.3 


5611 


Ar27UUUy 


Staphylococcus epidermidis strain SRI clone step.l040e03 genomic 
sequence 


0.037 


5612 


BC006448 


Homo sapiens, clone IMAGE :3 63 7085, mRNA 


1.9 


5613 


AF298202 


Dictyostelium discoideum putative transposon DDT-B, complete 
sequence 


0.019 


5614 


Ar272Uul 


UDOia virus suoiype Z/aire strain iviayingd complete genuine 


0.002 


5615 


M86544 


Cow prostaglandin F synthetase II (PGFSH) mRNA, complete cds 


0.075 


5616 


AM UJVOo4 


U/vr%-irk rantonc •tMi+oti'iro f2 t"\rnt<M« rrmtVlpH rAPPntnr ^STT190^ TtVRNA 

xiomo sapiens puiauve u-proicin vuupieu tevcpiui ^jui*w^ iilcvl^xx 


0.16 


5617 


A TOOQ1QO 


Medicago truncatula mRNA for putative AUXl-like permease (lax3 
gene) 


6.4 


5618 


L39214 


Ovis aries glucose transporter type 3 (GLUT-3) mRNA, complete cds 


0.23 


5619 


AJVL_UlU12o 


UnmA cor»ipns! ctrnmal antiopn 9 f^TA02^ nVRNA 
XlOmu odpiCIlb allUllldl ollUgCJl J. \0 1 rwn*)) imx±^.r». 


e-127 


5620 


Z238U1 


H. sapiens (D17S931) DNA segment containing (CA) repeat; clone 
ArJVizHoigj, single reaa 


■ 5E-19 


. 5621 


AF210842 


Homo sapiens HARP (HARP) gene, exon 17 and complete cds 


0.65 


5622 


AB047239 


Staphylococcus aureus DNA, complete structure of cassette 
chromosome(SCC)-like element, strain: ATCC25923 


0.25 


5623 


AB035193 


Homo sapiens RHCE gene, intron 7, complete sequence 


2.1 


5624 


XM 045035 


Homo sapiens hypothetical protein FLJ21343 (FLJ21343), mRNA 


2.4 


5625 


XM 052223 


Homo sapiens DKF2P564G092 protein (DKFZP564G092), mRNA 


0.67 


5626 


Z28007 


S.cerevisiae chromosome XI reading frame ORF YKL007w 


0.23 
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SEQID 
NO 




r\vcnT> TP 


D \/AT TTP 


5627 


M14080 


Herpesvirus saimiri thymidylate synthase gene, complete cds 


0.025 


5628 


AF067218 


Caenorhabditis elegans cosmid K10E9 


0.071 


5629 


AK017102 


Mus musculus adult male testis cDNA, R1KEN full-length enriched 
library, clone:4933437K13, full insert sequence 


0.76 


5630 


vtv/t n^c^^/i 
AM_UjoD/4 


nomo sapiens nypoineticai protein rLjZjvjy {ruij\)jy) f mKiNA 


e-iio 


5631 




Bombyx mori Bmdsx gene, exon 1, 2, 3, 4, female-specific splicing 
product complete cds 


A 14 

0.24 


5632 


AF233069 


Galdieria sulphuraria marurase (matK) gene, partial cds; 50S 
ribosomal protein, ribulose-l,5-bisphosphate carboxylase/oxygenase 
large subunit (rbcL), ribulose-l,5-bisphosphate carboxylase/oxygenase 
small subunit (rbcS), acetohydroxy-acid synthase small> 


0,55 


5633 


AK027218 


Homo sapiens cDNA: FLJ23565 fis, clone LNG10846 


0.24 


5634 


AF198462 


HTV-1 isolate WM710-5 from Australia envelope glycoprotein (env) 
gene, partial cds 


0.61 


5636 


AF2 13717 


Euhadra quaesita haplotype Mana-B 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


a 1 1 
0.21 


5637 


AE002730 


Drosophila melanogaster genomic scaffold 142000013385730, 
complete sequence 


1.4 


5638 


AF 110027 


Candida albicans ATP-dependent transporter (YCF) gene, complete 
cds 


0.069 


5639 


Z73978 


Caenorhabditis elegans cosmid ZC302, complete sequence 


0.21 


5640 


AF379877 


Aciista sp. M226 16S ribosomal UNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


A O 

0,52 


5641 


AF364544 


Larix lyallii microsatellite LLY13 sequence 


2.2 


5642 


AF346905 


Dermatophagoides farniae allergen Def f U precursor, mRNA, partial 
cds 


0.008 


5643 


AE001426 


Plasmodium falciparum chromosome 2, section 63 of 73 of the 
complete sequence 


0.001 


5644 


XM 002850 


Homo sapiens TU3A protein (TU3A), mRNA 


A A*7Q 

0.0 /o 


5645 


AB032899 


Rattus norvegicus PIPK2 alpha mRNA for phosphatidylinositol 5- 
phosphate 4-kinase alpha, complete cds 


4.4. 


5646 


AK017370 


Mus musculus 6 days neonate head cDNA, RIKEN full-length 
enriched library, clone:5430431E21, full insert sequence 


6E-64 


5647 




Homo sapiens similar to GTP-RHO BINDING PROTEIN 1 
fRHOPHTT TN^ (M mncpiiliiQ^ ^LOC91997^ mRNA 


3E-47 


5648 


XM 048666 


Homo sapiens runt-related transcription factor 1 (acute myeloid 
leukemia 1; amll oncogene) (RUNX1), mRNA 


6.3 


5649 


AJ000259 


Caenorhabditis elegans osm-6 mRNA 


0.6 


5650 


AK017713 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone: 5730488L07, full insert sequence 


0.087 


5651 


XM 010294 


Homo sapiens arylsulfatase E (chondrodysplasia punctata 1) (ARSE), 
mRNA 


8E-36 


5652 


XM 039942 


Homo sapiens Meis (mouse) homolog 3 (MEIS3), mRNA 


0.53 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5653 


AK019524 


Mus musculus 0 day neonate head cDNA, RIKEN full-length enriched 
library, clone:4833439017, full insert sequence 


1.7 


5654 


XM 045122 


Homo sapiens KIAA145 1 protein (KIAA145 1), mRNA j 


5E-38 


5656 


AK009345 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310014M14, full insert sequence 


3E-35 


5657 


AF192496 


Homo sapiens PDX-1 gene, 5' flanking region 


1.5 


5658 


XM 052620 


Homo sapiens KIAA0935 protein (KIAA0935), mRNA 


0.0003 


5659 


XM 049514 


Homo sapiens hypothetical protein FLJ13153 (F1J13153), mRNA 


5.6 


5660 


AJ400965 


Proteus mirabilis ORF1 DNA, katA gene and menE gene, strain PR 


6.5 


5661 


NM 031809 


Rattus norvegicus cyclic nucleotide-gated channel beta subunit 1 
(Cngbl), mRNA 


0.63 


5662 


AF230741 


Notothenia coriiceps alphaNCPl (alphaNCPI), betaNCPl (betaNCPI), 
alphaNCP2 (alphaNCPH), and betaNCP2 (betaNCPH) genes, 
complete cds 


1.6 


5663 


AC079878 


Homo sapiens BAC clone RP11-343P21 from 7, complete sequence 


0.086 


5664 


XM 029904 


Homo sapiens hypothetical gene supported by AK023961 
(LOC90205), mRNA 


1.9 


5665 


AY042792 


Arabidopsis thaliana translin-like protein (At2g37020; T1J8.20) 
mRNA, complete cds 


4.6 


5666 


AB018347 


Homo sapiens mRNA for KIAA0804 protein, partial cds 


0.068 


5667 


AY018017 


Oryza sativa microsatellite MRG0342 containing (AG)X22, closest to 
marker G1185, genomic sequence 


0.059 


5668 


AE005310 


Escherichia coli 0157 :H7 EDL933 genome, contig 1 of 3, section 134 
of 155 


0.49 


5669 


XM 034498 


Homo sapiens farnesyl diphosphate synthase (faniesyl pyrophosphate 
synthetase, dimethylallyltranstransferase, geranyltranstransferase) 
(FDPS), mRNA 


5.3 


5670 


AK027123 


Homo sapiens cDNA: FLJ23470 fis, clone HSI1 1950 


0.17 


5671 


NM 013696 


Mus musculus thyrotropin releasing hormone receptor (Trhr), mRNA 


0.23 


5673 


L23758 


Bos taurus lysozyme 7A mRNA 


0,8 


5674 


AY034963 


Arabidopsis thaliana putative polypeptide chain release factor 
(F13K23.17) mRNA, complete cds 


1.4 


5675 


XM 028009 


Homo sapiens KIAA1563 protein (KIAA1563), mRNA 


2E-71 


5676 


XM 046473 


Homo sapiens Rho GDP dissociation inhibitor (GDI) alpha 
(ARHGDIA), mRNA 


0.59 


5677 


NM 000148 


Homo sapiens fucosyltransferase 1 (galactoside 2-alpha-L- 
fucosyltransferase, Bombay phenotype included) (FUT1), mRNA 


0.0000001 


5678 


AF203477 


Drosophila melanogaster Sticky chl (stichl) mRNA, partial cds 


2.1 


5679 


AF269242 


Plasmodium falciparum transmission-blocking target antigen Pfe230 
(s230) gene, complete cds 


0.23 



422 



BNSDOCID: <WO O21450OA2_l_> 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 

XT/"\ 

JNO 


ACCESSN 


DESCRIP 


P VALUE 


5680 


AE006954 


Mycobacterium tuberculosis CDC1551, section 40 of 280 of the 
complete genome 


2.1 


5681 


Z93386 


Caenorhabditis elegans cosmid R11H6, complete sequence 


0.023 


5682 


XM 012723 


Homo sapiens chromosome 18 open reading frame 1 (C18orfl), 
mRNA 


5.8 


5683 


AF171785 


Drosophila melanogaster clone 69 mRNA sequence 


0.73 • 


5684 


AF159105 


Homo sapiens intestinal trefoil factor gene, 5* flanking region 


0.02 


5685 


NMJH1889 


Mus musculus septin 3 (Sept3), mRNA 


4.6 


5688 


NM_008541 


Mus musculus MAD homolog 5 (Drosophila) (Madh5), mRNA 


0 f 0000002 


5689 


XM 043345 


Homo sapiens similar to inner centromere protein antigens (135kD, 
155kD) (H. sapiens) (LOC92175), mRNA 


0.075 


5690 


AL590109 


Human DNA sequence from clone RP1M05J10 on chromosome 10, 
complete sequence [Homo sapiens] 


0.003 


5691 


XMJ)51593 


Homo sapiens hypothetical gene supported by AF055004 
(LOC93477), mRNA 


0.55 


5692 


U22345 


Human chromosome 20ql2 locus-specific repeat 


0.008 


5693 


X63385 


B.thuringiensis IS23 IF DNA 


0.72 


5694 


AF288224 


Brachyspira hyodysenteriae DNA Gyrase B subunit gene, complete 
cds 


0.006 


5695 


AF279456 


Lycopersicon hirsutum sesquiterpene synthase 2 (SSTLH2) mRNA, 
complete cds 


0.06 


5696 


AF055991 


Homo sapiens Duffy antigen/chemokine receptor (FY) gene, FY*X 
allele, complete cds 


1.5 


5697 


AF167306 


Homo sapiens synuclein alpha interacting protein (SNCAIP) gene, 
exon 10 and complete cds 


0.99 


5698 


AJ277985 


Nicotiana tabacum dreppl gene, exons 1-4 


0.22 


5699 


NMJ)30238 


Mus musculus dynein, cytoplasmic, heavy chain 1 (Dnchcl), mRNA 


4E-25 


5701 


X95343 


N. tabacum mRNA for HSR201 protein 


5.9 


5702 


AE002116 


Ureaplasma urealyticum section 17 of 59 of the complete genome 


0.68 


5704 


XMJ)29907 


Homo sapiens anillin (Drosophila Scraps homolog), actin binding 
protein (ANLN), mRNA 


0.72 


5705 


AJ304804 


Homo sapiens ANKRD2 gene for skeletal muscle ankyrin repeat, 
exons 1-9 


0.22 


5706 


AF371373 


Cricetulus griseus hypothetical protein Al-3 mRNA, complete cds 


0.72 


5707 


AE007446 


Streptococcus pneumoniae section 129 of 194 of the complete genome 


0.18 


GHf\Q 

O/Uo 


L44121 


Homo sapiens (clone pHK2.1D) CMT1A gene, repeat unit 


6.6 


5709 


X90848 


S.scrofa ppk98 gene 


0.23 


5710 


AF397903 


Pisum sativum AAA-metalloprotease F(sH (FTSH) mRNA, complete 
cds; nuclear gene for mitochondrial product 


3.8 


5711 


XMJ>27365 


Homo sapiens ADP-ribosylation factor-like 6 interacting protein 
(ARL6IP), mRNA 


1E-30 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5712 


L01574 


Homo, sapiens P-selectin CD62 (GRMP) gene, 5' end and promoter 
region 


0.00001 


5713 


AY023618 


Oryza sativa microsatellite MRG5943 containing (TTA)X55, closest 
to marker RG908, genomic sequence 


0.00009 


5714 


AE004377 


Vibrio cholerae chromosome E, section 34 of 93 of the complete 
chromosome 


0.58 


5715 


AL1 15472 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.2 


5716 


XM_042855 


Homo sapiens hypothetical gene supported by BC006369; BC008013 
(LOC92105), mRNA 


8E-23 


5717 


XM_015203 


Homo sapiens region containing deleted in azoospermia 2; deleted in 
azoospermia (LOC90902), mRNA 


1E-19 


5718 


AY019789 


Oryza sativa microsatellite MRG2114 containing (AT)X78, genomic 
sequence 


0.0000003 


5719 


AB010300 


Garlic virus A genomic RNA, complete sequence 


0.001 


5720 


AF171785 


Drosophila melanogaster clone 69 mRNA sequence 


0.73 


5721 


AF325188 


Phaseolus coccineus suspensor-specific protein (C541-like) gene, 
complete cds 


0.24 


5722 


XM 048692 


Homo sapiens similar to hypothetical protein (H. sapiens) 
(LOC92998), mRNA 


1E-16 


5723 


AE006878 


Sulfolobus solfataricus section 237 of 272 of the complete genome 


2.2 


5724 


AF038919 


Dictyostelium discoideum PslA (pslA) gene, complete cds 


0.026 


5725 


AF368257 


Bacillus thuringiensis plasmid encoded CrylBa (crylBa) gene, 
complete cds 


2.1 


5726 


AF148319 


Homo sapiens imprinting center, AS-SRO region 


1.8 | 


5727 


D49412 


Human gene for interleukin 3 receptor alpha subunit, exon 11 


0.23 


5728 


AJ012488 


Mus musculus gene encoding serotonin receptor 5-HT2B, exons 1-3 


0.25 


5729 


AL445224 


Human DNA sequence from clone RP1 1-259P20 on chromosome 6, 
complete sequence [Homo sapiens] 


2 


5730 


AK025021 


Homo sapiens cDNA: FLJ21368 fis, clone COL03056, highly similar 
to AF158555 Homo sapiens glutaminase C mRNA 


e-171 


5731 


D38252 


Raphanus sativus dark-inducible and senescence-associated gene, 
exon 1 to 5 


0.62 


5732 


XM 051880 


Homo sapiens hypothetical gene supported by AK026792 
(LOC93533), mRNA 


5.6 


5733 


K00769 


yeast (s.pombe) 5s rrna gene and flanks, clone psprll 


0.023 


5734 


AL031254 


Caenorhabditis elegans cosmid 4R79, complete sequence 


0.082 


5735 


AK001945 


Homo sapiens cDNA FLJ1 1083 fis, clone PLACE1005232 


2.1 


5736 


XM 012452 


Homo sapiens ryanodine receptor 3 (RYR3), mRNA 


0.008 [ 


5737 


XM_046442 


Homo sapiens hypothetical protein FLJ23045 (FLJ23045), mRNA 


6E-33 


5738 


AF072513 


Illex argentinus microsatellite Ia203 


0.69 


5739 


XM_050747 


Homo sapiens TClO-like Rho GTPase (TCL), mRNA 


5E-20 


5740 


AC079757 


Homo sapiens clone RP1 1-109N2, complete sequence 


0.62 1 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5741 


XM_042128 


Homo sapiens KIAA1691 protein (KIAA1691), mRNA 


4.4 


5742 


NM_004342 


Homo sapiens caldesmon 1 (CALD1), mRNA 


4E-67 


5743 


BC002303 


Mus musculus, clone JMAGE:3591199, mRNA 


0.69 


5744 


AF273045 


Homo sapiens CTCL tumor antigen sel4-3 mRNA, complete cds 


5E-28 


5745 


AE001798 


Thermotoga maritima section 110 of 136 of the complete genome 


0.71 


5746 


AF273225 ' 


Homo sapiens Fanconi anemia complementation group D2 protein ! 
(FANCD2) gene, exon 7 


0.009 


5747 


AL589920 


Human DNA sequence from clone RP1 1-1 17A20 on chromosome 6, 
complete sequence [Homo sapiens] J 


0.026 


5748 


AF101092 


Homo sapiens collagen type XI alpha-1 (COL11A1) gene, exon 29 


0.019 


5749 


S80521 


dMax=basic helix-loop-helix/leucine zipper protein {alternatively 
spliced} [mice, WEHI 231 B-lymphoma cells, mRNA Partial, 752 nt] 


0.003 


5750 


AF291825 


Gorilla gorilla von Hippel-Lindau tumor suppressor (VHL) gene, 
promoter region 


0.O78 


5751 


AF120716 


Kluyveromyces lactis cytochrome c oxidase subunit m (COX3) gene, 
mitochondrial gene encoding mitochondrial protein, complete cds 


0.027 


5752 


NM 001423 


Homo sapiens epithelial membrane protein 1 (EMP1), mRNA v 


5E-31 


5753 


AB045575 


Danio rerio DNA, £kk-7c locus, insertion site of the medaka fish Tol2 
element 


1.7 


5754 


AL050120 


Homo sapiens mRNA; cDNA DKFZp586D21 1 (from clone 
DKFZp586D21 1); partial cds 


2 


5755 


AP000468 


Homo sapiens genomic DNA, chromosome 21q22.3, clone:f60A9, 
complete sequence 


0.009 


5756 


AK001649 


Homo sapiens cDNA HJ10787 fis, clone NT2RP4000481, weakly 
similar to ATP-DEPENDENT RNA HELICASE DOB1 


0 


5757 


NM 031511 


Rattus norvegicus Insulin-like growth factor II (somatomedin A) 
(Igf2), mRNA 


0.025 


5758 


AL162036 


Homo sapiens mRNA; cDNA DKFZp434B249 (from clone 
DKFZp434B249) 


oil 


5760 


AF3 17787 


Rattus norvegicus Cd36 gene, promoter region 


2.1 


5761 


XM_032021 


Homo sapiens calreticulin (CALR), mRNA 


6E-41 


5762 


XM 037847 


Homo sapiens neurexophilin 3 (NXPH3), mRNA 


4.2 


5763 


AF288818 


Rattus norvegicus cytochrome P450 4F5 gene, complete cds 


0.026 


5764 


AF269237 


Cloning vector pTX-GFP, complete sequence 


0.71 


5765 


AK021493 


Homo sapiens cDNA FLJ11431 fis, clone HEMBA1001094 


8E-76 


5766 


AF034077 


Equus caballus alpha-1 -antitrypsin (Spi2) gene, complete cds 


0.0003 


5767 


XM 030851 


Homo sapiens G protein-coupled receptor kinase-interactor 1 (GIT1), 
mRNA 


5.4 


5768 


AY039919 


Arabidopsis thaliana unknown protein (AT4g09340) mRNA, 
complete cds 


4.8 
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SEQ1D 
NO 






T% XT At TTB 

P VALUE 


5769 


/xTwlOZl I 


Mus musculus adult male medulla oblongata cDNA, RIKEN full- 
lengui enncneo norary, cione.ojJUjiuMuy, ruii insert sequence 


C A 

0.4 


5770 


XM 006622 


Homo sapiens PTPRF interacting protein, binding protein 1 (liprin 
beta 1) (PPHBP1), mRNA 


0.079 


5771 


U72335 


Human platelet activating factor acetylhydrolase, brain isoform, 45 
kDa subunit (LIS1) gene, exons 3 and 4 


0.2 


5772 


AM U4ooIU 


Homo sapiens Hypothetical protein rU22lio (rLJ22ilo), mRNA 


0 


5773 


AF218257 


Arabidopsis thaliana 12-oxo-phytodienoate reductase gene, complete 
cds 


0.23 


5774 




Mus musculus 18 days pregnant adult female placenta and extra 
embryonic tissue cDNA, RIKEN full-length enriched library, 
cione.3o30422Ai3, lull insert sequence 


A A01 

0.083 


5775 


AK005342 


Mus musculus adult male cerebellum cDNA, RKEN full-length 
enriched library, clone:1500032H18, full insert sequence 


1.6 


5776 


M99412 


Human interleukin-S receptor (IL8RB) gene, complete cds 


0.063 


5777 


NC 001619 


Canine oral papillomavirus, complete genome 


1.8 


5778 


XTX M Ain^^O 

NM_U30238 


Mus musculus dynein, cytoplasmic, heavy chain 1 (Dnchcl), mRNA 


0 


5779 


AL031254 


Caenorhabditis elegans cosmid 4R79, complete sequence 


0.084 


5781 


Z74797 


S.cerevisiae chromosome XV reading frame ORF YOL055c 


2.2 


5782 


XM__04084I 


Homo sapiens cuilin 5 (CUL5), mRNA 


0.23 


5783 


U20807 


Bos taurus protein tyrosine phosphatase BA14 mRNA, complete cds 


0.22 


5784 


AE006648 


Sulfolobus solfataricus section 7 of 272 of the complete genome 


0.007 


5785 


AYO 18666 


Oryza sativa microsatelliteMRG0991 containing (AT)X19, closest to 
marker Rl 7 1 3 , genomic sequence 


0.008 


5786 


AK026299 


Homo sapiens cDNA: FLJ22646 fis, clone HSI07178 


0.23 


5787 


"VA1 TOT 


L.luteus mRNA for tRNA-glutamine synthetase 


A 1 *7 

0.17 


5788 


AM__UI728I 


Homo sapiens enaosulnne alpha (JbNoA), mRNA 


1 A 

1.9 


5789 


AM Ul /Zol 


Homo sapiens enaosulnne alpha (ENoA), mRNA 


1 A 


5790 


A TTTJOAOA 


Homo sapiens myosin VI (MY06) gene, exon 11 


A ^ A 


5791 




Unmrt -nniotip -T»xT A T7T T1 1AQ7 fin oIatia "DT A /^T7 1 A A CTJO 

Homo sapiens cjjjna rLJixvoj ns, cione ri^ACJbiuu^jz 


o i 

2.1 


5792 


AT71QQ1 <*7 


Foot-and-mouth disease virus (strain 01) polyprotein gene, complete 

CCS 


0.5 


5793 


nivv iJJij 


Mus musculus 10, 11 days embryo cDNA, RIKEN full-length 

ClUiWlVAl ilUldiy, VlUilw,«&01V/*r*T7W«&«&, lull llloCI l Sv\|UvUWv 




5794 


AJ005205 


Homo sapiens 5HT3 gene for serotonin 3 receptor 


0.69 


5795 


NM 0 19083 


Homo sapiens hypothetical protein (FLJ10287), mRNA 


6E-63 


5796 


AK021451 


Homo sapiens CDNAELJ11389 fis, clone HEMBA1000557 


2E-54 


5797 


Z34885 


T.p}Tiforrnis (CGL) gene for TCPlgamma protein 


0.6 


5798 


AF288408 


Rattus norvegicus transient receptor potential Trp4beta mRNA, 
complete cds 


0.081 


5799 


XMJM5806 


Homo sapiens hypothetical protein FLJ22621 (FLJ22621), mRNA 


0 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5800 


AF332918 


JriaainuulUIII IaJCipdJTuTl iliuOCXllIia 1X1/01/0 CiyTnTOCYle DlilQlIlg 

protein B AEBL (baebl) gene, complete cds 


3.9 


5801 


yu A^OA/C'a 


jnoiuo sapiens nypoineucai protein uj\j/*pD*f / auzj 

/Tflfpyn^^AAO^ mPXTA 

(X/is.-rz*p->4 / Avz J /, iniviN a 


A 

u 


5802 


ARfl137Q£ 

adujo /yo 


oeratopicns ncnaruu iukina ior i^ktldo, compieie cos 




5803 


AF288408 


Rattus norvegicus transient receptor potential Trp4beta mRNA, 
complete cds 


0.082 


5804 


AF174213 


Terebra subulata 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


2.8 


5805 


At jUoZoO 


Homo sapiens serologically defined breast cancer antigen NY-BR-18 
mKJN a, paruai cos 




5806 


AF030199 


Mus musculus type 1 sigma receptor gene, complete cds 


0,49 


5807 




Human interleukin-8 receptor (IL8RB) gene, complete cds 


A K1 


5808 


Z34885 


T.pyriformis (CGL) gene for TCPlgamma protein 


0.58 


5809 


Ar3U353y 


Mus musculus B lymphocyte induced maturation protein 1 (Prdml) 
gene, exon 8 and complete cds 


lts-ov 


5810 


ATTTftQ/lAft 

Arzoo<HJo 


Rattus norvegicus transient receptor potential Tip4beta mRNA, 
complete cos 


A Att*7 


5811 


AE001181 


Borrelia burgdorferi (section 67 of 70) of the complete genome 


0001 


5812 


AY027894 


Homo sapiens voltage-dependent calcium channel beta 2 subunit 
(CACNB2) gene, exon 2 


0.00008 


5813 


XM_029481 


Homo sapiens similar to KIAA0732 protem (H. sapiens) (LOC90154), 
mRNA 


0.68 


5814 


AK021659 


Homo sapiens cuNA rLjllsy / ns, clone ruiMDAlOuJcDo 


2.1 


5815 


U39721 


Mycoplasma genitalium section 43 of 51 of the complete genome 


0.19 


5816 


£132.0/ 


o.cerevisiae chromosome All reading trame UKr yjlkujoc 


A AAO 

u.uuy 


5817 


AM UZV453 


Homo sapiens oculocerebrorenal syndrome of Lowe (OCRL), mRNA 




5818 


AF027728 


Aenopus laevis Kinesin-relatea protem {Xi^cNr-h) mKJN a, complete 
cds 


0.052 


5819 


AEUU14U/ 


Plasmodium falciparum chromosome 2, section 44 of 73 of the 
complete sequence 


A 1ft 


5820 


AL157491 


riomo sapiens iiikjna, cu£sAV]sj?z*p+jHJb.iixi (irom cione 
DKFZp434Kllll) 


9E-50 


5821 


YKA AAO/l^*7 


Homo sapiens cAMP-regulated guanine nucleotide exchange factor n 

/f> A TV A~D-{~1T* V<1 1 \ m"D\T A 

^AJVlr-vjiirlJ;, IUKINA 




5822 


XM 050146 


Homo sapiens KIAA0472 protein (KIAA0472), mRNA 


8E-20 


5823 


AY032600 


Carica papaya xyloglucan endo-transglycosylase mRNA, complete cds 


0.19 


5824 


Z36061 


S.cerevisiae chromosome II reading frame ORF YBR192w 


3 


5825 


AK021459 


Homo sapiens cDNA FLJ1 1397 fis, clone HEMBA1 000622 


0.046 


5826 


AF261017 


Nicotiana tabacum putative chJoroplast RNA helicase VDL (VDL) 
gene, exons 1 through 5 and complete CDS, alternatively spliced; 
nuclear gene for chloroplast products 


2.1 


5827 


AJ277162 


Beta vulgaris mRNA for putative Cdc2-related protein kinase CRK2 


0.009 
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SEQID 
NO 


ACCESSN 


DESOUP 


P VALUE 


5828 


AL390874 


Human DNA sequence from clone RP1 1-238K16 on chromosome 9, 
complete sequence [Homo sapiens] 


0.026 ■ 


5829 


S84872 


Solanum tuberosum type A phytochrome (c-phyA) mRNA, complete 
cds 


0.43 


5830 


AF271370 


Homo sapiens interphotoreceptor matrix proteoglycan 200 (IMPG2) 
gene, exon 10 


0.078 


5831 


XM 051183 


Homo sapiens embryonic ectoderm development (EED), mRNA 


0.00002 


5832 


BC006523 


Homo sapiens, serum/glucocorticoid regulated kinase 2, clone 
IMAGE:2988475, mRNA 


3E-34 


5833 


AF100658 


Caenorhabditis elegans cosmid H08G01 


0.44 


5834 


XM 003725 


Homo sapiens putative ribonuclease HI (RNASE3L), mRNA 


0.008 


5835 


M58029 


Amoeba proteus symbiotic bacterium 29kDa protein (s29x) gene, 
complete cds 


0.71 


5836 


U46541 


Staphylococcus aureus sarA gene, complete cds 


0.003 ! 


5837 


AJ225333 


Acidianus ambivalens plasmid pDLlO 


0.17 


5838 


X15702 | 


Fruitfly LA9 mRNA for DNA binding protein 


0.077 


5839 


AL03159O 


Human DNA sequence from clone CTA-232D4 on chromosome 
22ql3.1 Contains a GSS, complete sequence [Homo sapiens] 


0.16 


5840 


X07946 


Yeast plasmid DNA coding for RNA polymerase subunit 


0.082 


5841 


AL590324 


Human DNA sequence from clone RP11-479D11 on chromosome 10, 
complete sequence [Homo sapiens] 


0.082 


5842 


XM_004947 


Homo sapiens paraoxonase 2 (PON2), mRNA 


1.6 


5843 


AF262582 


Dolichorhinotermes sp. Manaus 1 16S mitochondrial ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.067 


5844 


L81839 


Homo sapiens (subclone 2_h3 from PI H43) DNA sequence, complete 
sequence 


0.00006 


5845 


U67550 


Methanococcus jannaschii section 92 of 150 of the complete genome 


0.087 


5846 


XM 044987 


Homo sapiens hypothetical gene supported by U00951 (LOC92415), 
mRNA 


6.1 


5847 


AE00142O 


Plasmodium falciparum chromosome 2, section 57 of 73 of the 
complete sequence 


0.7J 


5848 


AF3 15823 


Stylonychia mytilus DNA-dependent RNA polymerase n largest 
subunit RPB1 (RPB1) gene, partial cds 


0.51 


5849 


AB066207 


Physcomitrella patens chloroplast genes for ribulose-l,5-bisphosphate 
carboxylase/oxygenase large subunit, tRNA-Arg and acetyl-CoA 
carboxylase beta subunit, complete cds 


0.65 


5850 


AF286898 


Plasmodium cliabaudi adami carbamoyl phosphate synthetase II gene, 
partial cds 


0.002 


5851 


AL583888 


Human DNA sequence from clone RP11-132E18 on chromosome 10, 
complete sequence [Homo sapiens] 


0.028 


5852 


AB011811 


Chromatium vinosum genes for light-harvesting and reaction center 
proteins, partial and complete cds 


6.4 


5853 


AF153448 


Zea mays nitrate reductase (NR1) gene, complete cds 


0.067 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5854 


XM 012762 


Homo sapiens hypothetical protein FLJ10891 (FLJ10891), mRNA 


0 


5855 


AF248814 


Maoricicada cassiope isolate TB-MI-004 tRNA-Asp gene, complete 
seauence* ATPase subunit 8 eene comnlete cds* and ATPase <mbiinit 
6 gene, partial cds; mitochondrial genes for mitochondrial products 


0.029 


5856 


DO 1021 


Anthocidaris crassisnina mRNA for dvnein beta-heaw chain 
comDlete cds 


2E-22 


5857 


AE001401 


Plasmodium faleinanim chromosome 2 section ^8 of 7? of thf* 
complete seauence 


0.54 


5858 


BC007548 


Homo sapiens, clone IMAGE:2959994, mRNA 


1.9 


5859 


AB063065 


ivxawiva xd&WwUlaixd Ulaxxi iXTxrv. viUliC.V<lLlv-r\ *iiijjj f xLLxl Iliad I 

sequence 


0.18 


5860 




\yTnc nrni engine tvwricffwlcifpH oloTvfriA Tif*T% Tvrf\tMYi tritioc^ ciiTvcVrtvti* 
lYlUo lUUowUJUb myi IbLUyialCU dJaiUilc Ilvll piUlclll tUlldaC \* bUDSUaUJ 


1 s 


5861 


XM 029266 


Homo sapiens sarcoglycan, epsilon (SGCE), mRNA 


0.66 


5862 


AE006685 


Snlfolohnc solfatariniQ sertinn 44 of 111 of fhf» comnlete ppnnme 




5863 


BC008007 


Homo sapiens, clone 1MAGE:3510538, mRNA 


6E-34 


5864 


AB024511 


lNiuoudiid taudcuiii luiviN/i ior iivi v rcbponbc-reiaicu gene protiuui, 

complete cds 


2.1 


5865 


U25027 


VJljCiUC lilaA pilUbpilaUUyiUlUMlUX apcctxlv pilUopilUUpadv IxlxviNrt, 

complete cds 


0.077 


5866 


U50715 


\fns miKniliiQ alnha-palactosidase A pene comnlete cds 


0.024 


5867 


U64465 


Stylophora pistillata L-type calcium channel alpha- 1 subunit 
fSTPCAPHL^ mRNA complete cds 


0.072 


5868 


XM 040043 


TJomo ^aniens similar to Hvnothetical nrotein TYTCFVxiSfifiTll (W 
saoiens^ fLOC9I690^ mRNA 


0.023 


5869 


U60135 


Arabidopsis thaliana serine/threonine protein phosphatase 2A-3 
catalvtic subunit <?ene comnlete cds 


0.027 


5870 


AF275745 


Lycopersicon esculentum plasma membrane H+-ATPase (LHA2) 
mRNA comnlete cds 


1.5 


5871 


Z29521 


C.crispus Chloroplast gene encoding 16S rRNA, tRNA-Ile, tRNA- 
Ala, and 23S rRNA (partial) 


0.003 


5872 


AJ132557 


Oryctolagus cuniculus CYP19 gene, ovarian promoter region 


0,24 


5873 


AF124524 


Arabidnnsis thaliana pamma-adanfin 1 f?ene comnlete cds . 


0.24 


5874 


AK013131 


\Aiic mncnilnc 10 il Hove etnHrvn cTVNA RTTCFN ni11-lpni?th 

enriched library, clone:2810422B04, foil insert sequence 


0.72 


5875 


AB044413 


Sus scrofa MMP-3 mRNA for matrix metalloproteinase-3, partial cds 


0.23 


5876 


AF247039J 


Porcine adenovirus 3 171R (ElA), 202R (E1B-1), 474R (E1B-2), 
288R (288R), 198R (pIX), 163R* (163R*), 162R(162R), 97R (97R) 
and 184R (184R) genes, complete cds; and lYa2 (TVa2) gene, partial 
cds 


5.2 


5877 


AF060579 


Gossypium barbadense clone pXP020 repetitive DNA sequence 


0.055 


5878 


AE006499 


Streptococcus pyogenes Ml GAS strain SF370, section 28 of 167 of 
the complete genome 


2.1 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5879 


AL591498 


Human DNA sequence from clone RP11-113L12 on chromosome 13, 
complete sequence [Homo sapiens] 


0.003 . 


5880 


NM 017066 


Rattus norvegicus Pleiotrophin (Heparine binding factor, Hbnf, in the 
mouse) (Ptn), mRNA 


0.21 


5881 


XM 047505 


Homo sapiens hypothetical gene supported by AK022483 
(LOC92818), mRNA 


0.7 • 


5882 


J00912 


chicken brain tubulin, alpha chain mrna 


0.24 


5883 


M15840 


Human interleukin 1-beta (IL1B) gene, complete cds 


0.08 


5884 


X92683 


H.sapiens DNase I hypersensitive site (HSS-1) 


. 2.1 


5885 


AL390767 


Human DNA sequence from clone RP1-68P15 on chromosome 1 lpl3- 
14.2 Contains GSSs and ESTs. Contains part of a novel gene> 
complete sequence [Homo sapiens] 


1.8 


5886 


XMJH2386 


Homo sapiens KIAA0377 gene product (K1AA0377), mRNA 


1E-48 


5887 


AL137466 


Homo sapiens mRNA; cDNA DKFZp434H1322 (from clone ! 
DKFZp434H1322) 


0.00001 


5888 


X62745 


Z.mays OBF1 mRNA for ocs-element binding factor 1 


0.23 


5890 


AB048902 


Macaca fascicularis brain cDNA, clone:QnpA-17448 


0.24 


5892 


AF221070 


Ophiostoma piliferum strain CBS129.32 18S ribosomal RNA gene, 
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene, and internal transcribed spacer 2, complete sequence 


0.003 


5893 


AE006530 


Streptococcus pyogenes Ml GAS strain SF370, section 59 of 167 of 
the complete genome 


0.22 


5894 


ABO 18698 


Broad bean wilt virus 2 gene for precursor polyprotein, complete cds, 
isolate: IP 


0.025 


5895 


U67537 


Methanococcus jannaschii section 79 of 150 of the complete genome 


0.026 


5896 


AJ000742 


Homo Sapiens hisHl gene, 5' UTR 


0.008 


5897 


AF247039 


Porcine adenovirus 3 171R (E1A), 202R (E1B-1), 474R (E1B-2), 
288R(288R), 198R(pIX), 163R* (163R*), 162R(162R), 97R(97R) 
and 184R (184R) genes, complete cds; and IVa2 (IVa2) gene, partial 
cds 


5.2 , 


5898 


AJ290290 


Asphodeline lutea chloroplast trnL-trnF intergenic spacer 


0.23 


5899 


XM 042440 


Homo sapiens UDP-Gal:betaGlcNAc beta 1,4- galactosyltransferase, 
polypeptide 3 (B4GALT3), mRNA 


6.4 


5900 


U78090 


Rattus norvegicus potassium channel regulator 1 mRNA, complete cds 


2.1 


5901 


NM 017053 


Rattus norvegicus Neuromedin K receptor (Neurokinin B/Tachikin 3) 
(Tac3r), mRNA 


1.9 


5902 


AF208658 


Tapesia yallundae eburicol 14 alpha-demethylase (CYP51) gene, 
complete cds 


6.2 


5903 


AF281786 


HIV-1 isolate DK-g3 from USA gag polyprotein (gag) gene, partial 
cds 


0.63 


5904 


AJ011019 


Capra hircus csn2 gene, exons 1 to 9, allele 0(null) 


2 


5905 


AJ3 11054 


Chironomus pallidivittatus 4L ORF for putative recombinase 
subtelocentric clone, Cp5.5 


0.023 
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SEQID 
NO ! 


ACCESSN 


DESCRIP 


P VALUE 


5906 


Y17466 j 


Fugu rubripes SIAT3C gene, last three exons 


0.65 


5907 


AK022127 


Homo sapiens cDNA FLJ12065 fis, clone HEMBB1002249 


O.OOl 


5908 


X79100 


C.vicina (Bll) mRNA for arylphorin receptor 


0.6 


5909 


AK023079 


Homo sapiens cDNA FLJ13017 fis, clone NT2RP3000628 


0.23 


5910 


AK014448 


Mus musculus 1 8 days pregnant adult female placenta and extra 
embryonic tissue cDNA, RIKEN full-length enriched library, 
clone:3830421 J05, full insert sequence 


1.4 


5911 


AK020293 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
library, clone:9130404Hll, full insert sequence 


0.23 


5912 


AE006285 


Lactococcus lactis subsp. lactis IL1403 section 47 of 218 of the 
complete genome 


0.25 


5913 


U41292 


Human prolargin (PRELP) gene, 5' flanking sequence and exon 1 


0.001 


5914 


AL109707 


Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 
295344 


0.00004 


5915 


NMJ)24154 


Rattus norvegicus proton gated cation channel ASIC1 (Accn2), 
mRNA 


v. 

6.2 


5916 


U79732 


Plasmodium berghei extrachromosomal plastid PB-2, tRNA-Pro, 
tRNA-Glu, tRNA-Lys, tRNA-Asp, tRNA-Ser, tRNA-Tyr, tRNA-Met, 
tRNA-Leu, tRNA-Cys, and tRNA-His genes, complete sequence, rps4 
gene, complete cds, tRNA-Thr gene, complete sequence, and large 
subu> 


0.023 


5917 


AF098715 


Coniglobus mercatorius 16S ribosomal RNA gene, mitochondrial 
gene encoding mitochondrial product, partial sequence 


0.095 


5918 


AF095904 


Toxoplasma gondii ycf24 protein (yc£24) gene, partial cds; DNA 
dependent RNA polymerase beta subunit (rpoB) gene, complete cds; 
and DNA dependent RNA polymerase beta* subunit (rpoCl) gene, 
plastid genes encoding plastid proteins, partial cds 


0.026 


5919 


XMJ)27416 


Homo sapiens mesothelin (MSLN), mRNA 


0.7 


5920 


BC004772 


Mus musculus, Similar to inhibitor of kappa light polypeptide gene 
enhancer in B-cells, kinase beta, clone IMAGE:3256890, mRNA 


1.6 


5921 


AK000935 


Homo sapiens cDNA FLJ10073 fis, clone HEMBA1001731 


0.18 


5922 


BC009942 


Homo sapiens, clone MGC: 12595 IMAGE:4303422, mRNA, 
complete cds 


0.001 


5923 


J05008 


Homo sapiens endothelin-1 (EDN1) gene, complete cds^ 


0.5 


5924 


AE002174 


Chlamydophila pneumoniae AR39, section 10 of 94 of the complete 
genome 


0.69 


5925 


AJ223616 


Caehorhabditis elegans mRNA for calcium ATPase 


0.7 


5926 


AF3 10894 


Dictyostelium discoideum prespore-specific protein (pspC) gene, 
partial cds; RacH (racH) gene, complete cds; and BOP (bopA) gene, 
partial cds 


0.027 


5927 


AE003910 


Xylella fastidiosa 9a5c, section 56 of 229 of the complete genome 


0.73 


5928 


AF335424 


Homo sapiens sperm protein Spl7-2 pseudogene, complete sequence 


1.8 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5929 


XM 016924 


Homo sapiens hypothetical protein MGC4054 (MGC4054), mRNA 


4.3 


5930 


U62057 


Mycoplasma capricolum NADH oxidase (naox) gene, partial cds, and 
lipoate-protein ligase (Ipla), pyruvate dehydrogenase EI alpha subunit 
(odpa), pyruvate dehydrogenase EI beta subunit (odpb), pyruvate 
dehydrogenase EII (odp2), dihydrolipoamide dehydroge> 


0.72 


5931 


AF202552 


Homo sapiens DNA methyltransferase (DNMT1) gene, exons 2, 3, 
and 4 


2.2 


5932 


AF010604 


Homo sapiens SMAD5 (Smad5) gene, exon 3 


0.0001 


5933 


AC084157 


Caenorhabditis elegans cosmid Y46E12BR, complete sequence 


0.71 


5934 


XM 027907 


Homo sapiens hypothetical protein DKFZp564D172 
(DKFZP564D172), mRNA 


0.18 


5935 


AF360191 


Arabidopsis thaliana unknown protein (T9C5.150/AT3g49560) 
mRNA, complete cds 


6.3 


5938 


AF282728 


Culex pipiens Twin-Cp5 SINE retroposon, genomic sequence and v- 
SNARE-like gene, partial sequence 


0.066 


5939 


M81702 


Candida boidinii methanol oxidase (AOD1) gene, complete cds 


0.008 


5940 


AF057740 


Homo sapiens 17-beta-hydroxysteroid dehydrogenase IV (HSD17B4) 
gene, exon 24 and complete cds 


0.21 


5941 


XM 031463 


Homo sapiens exonuclease NEF-sp (LOC81691), mRNA 


0.072 


5942 


AB022048 


Mus musculus gene for prolyl oligopeptidase, exon 3, 4, 5, 6 


2.1 


5943 


Z48165 


R.violacea chloroplast genes for alpha and beta subunit of 
phycocyanin 


2.1 


5944 


AF181251 


Rattus norvegicus lung Kruppel-like factor (Lklf) gene, complete cds 


5.9 


5945 


AP001057 


Homo sapiens genomic DNA, chromosome 21, clone:D40Gll, MX1- 
D21S171 region, complete sequence 


0.00001 


5946 


AKO 16374 


Mus musculus adult male testis cDNA, RTKEN full-length enriched 
library, clone:4930589L23, full insert sequence 


5.9 


5947 


M27697 


Pig urate oxidase mRNA, complete cds 


2.1 


5948 


XM 032603 


Homo sapiens similar to DESTRIN (ACTIN DEPOLYMERIZING 
FACTOR) (ADF) (H. sapiens) (LOC90563), mRNA 


0.69 


5949 


U39688 


Mycoplasma genitalium section 10 of 51 of the complete genome 


0.077 


- 

5950 


AF320250 


Lactobacillus delbrueckii YmdA (ymdA) gene, partial cds; and 
putative undecaprenyl-phosphate N-acetyl-glucosaminyl transferase 
(rgpG), YvyE (yvyE), putative ComFl protein (comFl), putative 
ComF3 protein (comF3), YvyD (yvyD), putative preprotein translo> 


0.69 


5951 


Y09852 


Rsapiens FGFR3 gene, partial 


2E-10 | 


5952 


Z79103 


H. sapiens flow-sorted chromosome 6 HindEQ fragment, SC6pA22Fll 


0.00002 


5953 


AP000321 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:Q82F5, complete sequence 


0.00004 


5954 


AK025042 


Homo sapiens cDNA: FLJ21389 fis, clone COL03455 


2E-66 | 
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SEQID 

j NO 1 


ACCESSN 


DESCRBP 


P VALUE 


5955 


U14576 


Dictyostelium discoideum filopodin (talA) gene, complete cds 


0.21 


5956 


AE001405 


Plasmodium falciparum chromosome 2, section 42 of 73 of the 
complete sequence 


0.052 


5957 


M64861 


D.discoideum TFHD mRNA, complete cds 


0.002 


5958 


AJ245435 


Plasmodium falciparum gc-alpha gene for guanylyl cyclase alpha 


0.0001 


5959 


XM 031443 


Homo sapiens phosphodiesterase 8A (PDE8 A), mRNA 


8E-13 


5960 


AC079875 


Homo sapiens clone CTD-2333B13, complete sequence 


0.00003 


5961 


AF275272 


Schizophyllum commune unknown gene; mitochondrial gene for 
mitochondrial product 


0.44 


5962 


Z60119 


Rsapiens CpG island DNA genomic Msel fragment, clone 18el, 
reverse read cpgl8el.rtlb 


0.008 


5963 


AF100654 


Caenorhabditis elegans cosmid C24E9 


0.026 


5964 


AE001399 


Plasmodium falciparum chromosome 2, section 36 of 73 of the 
complete sequence 


0.001 


5965 


U89019 


Hepatitis C virus polyprotein gene, complete cds 


0.2 


5966 


XM 052512 


Homo sapiens ARP3 (actin-related protein 3, yeast) homolog 
(ACTR3), mRNA 


2E-32 


5967 


U17634 


Human chromosome 21, Down syndrome critical region transcript, 
SP6 end of clone 3-3-f8 


0.7 


5968 


AF1 97477 


Homo sapiens TRBP pseudogene, partial sequence 


0.22 


5969 


U78599 


Streptococcus mutans putative D,D-carbox7pepudase and putative N- 
aceryl-muramidase genes, partial cds 


2.1 


5970 


AP001414 


Homo sapiens genomic DNA, chromosome 21q22.2, clone J)30, 
LB7T-ERG region, complete sequence 


2.1 


5971 


AJ277067 


Homo sapiens partial SSH3BPl/e3Bl gene for spectrin SH3 binding 
protein, exon3-5 


5.7 


5972 


X13294 


Human mRNA for myb-related gene A-myb 5'-region 


6E-74 


5973 


NC_001796 


Human parainfluenza virus 3, complete genome 


0.053 


5974 


AJ222787 


Hordeum vulgare mRNA for alpha-keto acid dehydrogenase-like 
protein, clone RG136 


0.073 


5975 


AF284034 


Melanogrammus aeglefinus vitellogenin B (VtgB) mRNA, complete 
cds 


2.1 


5976 


AF127565 


Arabidopsis thaliana ubiquitin-protein ligase 2 (UPL2) gene, complete 
cds 


4.3 


5977 


AP001419 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:PAC24K9, 
LB7T-ERG region, complete sequence 


0.0002 


5978 


AL590384 


Human DNA sequence from clone RP1 1-349 A16 on chromosome 
Xq22.3-24, complete sequence [Homo sapiens] 


0.02 


5979 


AB014460 


Homo sapiens TSC2, NTHL1/NTH1 and SLC9A3R2/E3KARP genes, 
partial and complete cds 


0.69 


5980 


XM 018334 


Homo sapiens hypothetical protein FLJ22418 (FLJ22418), mRNA 


0.026 


5981 


AF229850 


Arabidopsis thaliana ferritin (Ferl) gene, complete cds 


0.69 


5982 


AK017445 


Mus musculus 10 days neonate head cDNA, RIKEN full-length 
enriched library, clone; 553 0402H04, full insert sequence 


2.1 


5983 


AF197159 


Mus musculus cubilin mRNA, partial cds 


0.7 
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SEQID 
NO 


ACCESSN 


DESCRP 


P VALUE 


5984 


XM 029346 


Homo saniens hvoothetical eene suDDorted bv U79302* AK026607 
(LOC90138), mRNA 


0.026 


5985 


AK021517 


Homo sapiens cDNA FIJI 1455 lis, clone HEMBA1001497 


0.05 


5986 


Z74823 


S.cerevisiae chromosome XV reading frame ORF YOL081w 


0.23 


5987 


XM 003091 


Unmn cnnipnc TfTA AOOfH <tptip nrnHnrt" rvntntrvf* f^-nrAtPi n-f>niinlf»i1 

receptor, G protein coupled receptor for UDP-gJucose (K1AA0001), 
mRNA 


1.9 


5988 


XMJB9450 


Homo saoiens similar to NONHISTONE CHROMOSOMAL 
PROTEIN HMG-14 (H. sapiens) (LOC91606), mRNA 


4E-47 


5989 


XM 045103 


Hnmn sanipns O nrotpin coimled recentor interactinff nrotei n 

complement-clq tumor necrosis factor-related (ZSIG37), mRNA 


0.23 


5990 


AK026086 


Homo sapiens cDNA: FLJ22433 fis, clone HRC09172 


0.078 


5991 


Z22800 


H saniens microsatellite reoeat 


3E-45 


5992 


AF165136 


Mycoplasma mycoides mycoides LC hypothetical surface located 
membrane nrntein and linnnrntein H "nreciirsor flonB^ penes nartial 

cds 


0.23 


5993 


AF269465 


^tflnhvlnr/WMic pniHprmiHi*: strain RU1 clone cten 10ft4h05 <*pnomie 
seonencfc 

SWJU^llWv 


0.23 


5994 


YU 049474 

-/VIVA Ut 7*t / *t 


Homo saoiens KIAA1538 orotein <TCIAA1538} mRNA 


0.23 


5995 




Homo sapiens (subclone 1 Ji7 from BAC HI 12) DNA sequence, 


0.63 


5996 




iiuiuenzci ri vii u a ^/yuuubc/uudiiguoijgf j/7 /^nji\i/j ocgiiiciii j 

niMvmprtiCP fP A ^ optip pfYTTmlete pHc 


0.077 


5997 


Z74263 


S.cerevisiae chromosome IV reading frame ORF YDL215c 


0.36 


5998 




Urtmn sanipnc clone 2ntel eriel7fR sennence 


7.9 


5999 




Fsrherichia rnli strain KT151X RfnA flvfr>A^ pene narriftl cds 


0.073 


6000 j 


M92086 


Wasp venom protein mRNA sequence 


1.7 


6001 


XM_006601 


Homo sapiens hypothetical protein FLJ10659 (FLJ10659), mRNA 


0 


6002 


D 14074 


Rovine mRNA for cvcloohilin comolete cds 


0.23 


6003 


AO079391 


Homo saniens clone CTD-2243M1 1 comnlete seauence 


4 


6004 


AE006055 


Pasteurella multocida PM70 section 22 of 204 of the complete genome 


0.077 


6005 


Y09000 


Rnorvegicus mRNA for dendrin 


0.18 


6006 


AK006991 


Mus museums adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1700084F23, full insert sequence 


2.1 


6007 


AF319636 


Pelargonium peltatum cultivar Guenievre microsatellite Pp3a 
sequence 


0.001 


6008 


D17668 


Clostridium septicum gene for alpha-toxin, complete cds 


0.077 


6009 


AK025193 


Homo sapiens cDNA: FLF21540 fis, clone COL06156 


0.025 


6010 


X17191 


E.gracilis chloroplast RNA polymerase rpoB-rpoCl-rpoC2 operon 


0.22 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


N 


DESCRIPTION 


P VALUE 


4 


12721131 


[Pasteurella multocida] 


0.14 


6 ! 


13U4U10 


gi|1504016|dbj|BAA13207.1| (D86971)no similarities 
io reported gene proaucis [noirio sapicnoj 


0 0003 


7 


12838708 


gi|12838708|dbj|BAB24303.1| (AK005889) putative 
[Mus musculus] 


5E-74 


8 


12854246 


gi|12854246|dbj|BAB29972.1| (AK015778) putative 
[Mus musculus] 


2.2 


9 


1 ATI SSI A 
14/Ijj /4 


gi|14715574|dbj|BAB62041.1| (AB065434) PRPK 
iuuxaiui [nomo sapiens j 


4E-80 


10 


6678964 


gi|6678964|ref|NP 032671. 1 1 murinoglobulin 1 [Mus 
musculus] sp|P28665|A2Ml_MOUSE 
MURINOGLOBULIN 1 PRECURSOR (MUG1) 
gb|AAA73048.1| (M65736) [Mouse murinoglobulin 
mKJNA, complete cas.j, gene proauct imus museums j 




14 


11351090 


gi| 1 1 35 1 090|pir||E82999 probable beta-ketoacyl 
synthase PA5174 [imported] - Pseudomonas aeruginosa 
(strain PAOl) gb|AAG08559.1|AE004930_5 
(AE004930) probable beta-ketoacyl synthase 
[Pseudomonas aeruginosa] 


9.1 


15 


9506761 


gi|9506761|ref|NP_062298.1| glucosamine-phosphate N- 
acetyltransferase; glucosamine-6-phosphate 
acetyltransferase [Mus musculus] emb|CAA04463.1| 
(AJ001006) EMeg32 protein [Mus musculus] 
dbj|BAB22120.1| (AK002466) putative [Mus musculus 
dbj|BAB2516Ll| (AK007647) putative [Mus musculus 
dbj|BAB25212.1| (AK007722) putative [Mus musculus 
dbj|BAB25240.1| (AK007764) putative [Mus musculus; 
dbi!BAB25749 11 (AK008566) outative IMus musculus 
dbj|BAB27395.1| (AK01 1098) putative [Mus musculus 
dbj|BAB31241.1| (AK018499) putative [Mus musculus 


1E-84 


20 


9369403 


gi|9369403|gb|AAF8715 1 . 1|AC002423_16 (AC002423) 
T23E23.19 [Arabidopsis thaliana] 


7.4 


24 


12862430 


gi|12862430|dbj|BAB32466.1| (AB047280) Gag-like 
protein (Tricholoma matsutake] 


2.6 
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Table 3B "Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 

INvJ 


ACCESS 

N . 


DESCRIPTION 


P VALUE 


25 


7434102 


gi|7434102|pir||H71620 aspartate transaminase (EC 
2.6.1.1) PFB0200c [similarity] - malaria parasite 
(Plasmodium falciparum) gb|AAC71829.1| (AE001380) 
aspartate aminotransferase [Plasmodium falciparum] 


0.73 


26 


14721245 


gill4721245lrefpCP_044013.ll kinesin-like protein 2 
[Homo sapiens] 


8E-91 


27 


9506713 


gi|9506713|reflNPJ)61856.1| nucleolar protein femily 
A, member 1; H/ACA small nucleolar RNPs protein 1 
[Homo sapiens] ref|XP_003601.1| nucleolar protein 
family A, member 1 (H/ACA small nucleolar RNPs) 
[Homo sapiens] reflXP_039016.1| nucleolar protein 
family A, member 1 (H/ACA small nucleolar RNPs) 
[Homo sapiens] ref|NP_127460.1| nucleolar protein 
family A, member 1 ; H/ACA small nucleolar RNPs 
protein 1 [Homo sapiens] emb|CAB76563.1| 
(AJ276003) GAR1 protein [Homo sapiens] 
gblAAH03413.1|AAH03413 (BC003413) nucleolar 
protein family A, member 1 (H/ACA small nucleolar 
RNPs) [Homo sapiens] 


- 

4 


28 


14150082 


gi|14150082|ref|NP_115691.1| hypothetical protein 
MGC4399 [Homo sapiens] gb|AAH04991.1(AAH04991 
(BC004991) Similar to RKEN cDNA 5730438N18 
gene [Homo sapiens] 


0.001 


29 


12861366 


gi|12861366|dbj|BAB32182.1| (AK020701) putative 
[Mus musculus] 


5E-42 


32 


14739173 


gi|14739173|reflXP__037531.1| 59395 [Homo sapiens] 


3E-23 


36 


7513572 


gi|7513572[pir||S72438 phosphatidylserine 
decarboxylase (EC 4.1.1.65) precursor, mitochondrial - 
Chinese hamster 


e-112 


37 


7488381 


gi|748838 1 |pir||T08408 transcription fector homolog 
F18B3. 150 - Arabidopsis thaliana emb|CAB42916.1| 
(AL049862) transcription factor-like protein 
[Arabidopsis thaliana] 


O.l 


38 


12849752 


gi)12849752|dbjIBAB28466.1| (AK012782) putative 
[Mus musculus] 


5E-89 


39 


14715574 


gi|14715574|dbj|BAB62041.1| (AB065434) PRPK 
mutant 1 [Homo sapiens] 


1E-88 


40 


12832845 


gi| 12832845 |dbj (BAB2228 1 . 1 1 (AK002682) putative 
[Mus musculus] 


4E-51 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


43 


12832845 


gi|12832845|dbj|BAB22281.1| (AK002682) putative 
Mus musculus] 


6E-45 


47 


11558040 


gi| 1 1558040|emb|CAC17800. 1| (AJ245890) 
lypothetical protein [Polymyxa betae] 


7.6 


48 


8052306 


gi|8052306|emb|CAB92239.1| (AJ242721) AIP37 
protein [Mus musculus] 


1.3 


49 


13812380 


gi| 138 123 80|reflNP_l 1 3498. 1| N-myristoyltransferase 
[Guillardiatheta] emb|CAC27067.1| (AJ010592)N- 
myristoyltransferase [Guillardia theta] . 


7 


51 


8885549 


oil8885549ldbilBAA97479 11 fAB025604) telomere 
repeat-binding protein [Arabidopsis thaliana] 


1.5 


52 


14727244 


gi|14727244|ref|XP_035596.1| hypothetical protein 
At [riomo sapiensj rei|AJr_uj*)»?y / . ij h7hoa 
[Homo sapiens] gb|AAH07829.1|AAH07829 
(BC007829) Similar to hypothetical protein AF140225 
[Homo sapiens] 


6E-58 


57 


14737646 


rY4llil7'3'7£A£l™»flYP f!3$lfl_iR 11 similar tn APTPAL 

ENDOSOMAL GLYCOPROTEIN PRECURSOR (R 
nrvrvpainiQ^ ["Homo saniensl 


0.003 


58 


1381 1699 

X JOl 1U77 


gi|1381 1699|re£lNP_109668.1| zinc ringer protein 313; 

Ttr»r> -fir»rrPr r\r/"Yf7»in l"MllC TTIIICPIllllCl 

gb|AAG01141.11AF282919_l (AF282919) Zfp228 

["Miis mnseulusl 


0.00002 


59 


14042394 


gi|14042394|dbj|BAB55226.1| (AK027604) unnamed 
protein product [Homo sapiens] 


e-112 


60 


14769036 


gi|14769036|ref|XPJ)36091.1| 19140 [Homo sapiens] 


9E-97 


61 


13648339 


gi|13648339|reflXP_003184.2| zinc finger protein 
ANC 2H01 [Homo sapiens] 


0.0006 


64 


13638702 


mil 363870? IreflYP 015971 1 1 hvnothetical nrotein 
FLJ23384 [Homo sapiens] refpCP_048858.ll 
hypothetical protein FLJ23384 [Homo sapiens] 


2E-86 


65 


14150082 


gi|14150082|refINP_115691.1| hypothetical protein 
MGC4399 [Homo sapiens] gblAAH04991.1|AAH04991 
(BC004991) Similar to RIKEN cDNA 5730438N18 
gene [Homo sapiens] 


0.00003 


67 


14727244 


gi|14727244|ref|XP_035596.1| hypothetical protein 
AF140225 [Homo sapiens] ref|XP_035597.1| 49482 
[Homo sapiens] gb|AAH07829.1|AAH07829 
(BC007829) Similar to hypothetical protein AF140225 
[Homo sapiens] 


i 

2E-38 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


N 


DESCRIPTION 


P VALUE 


68 




f>iH47777/14lrAflYP fi3^50£ 11 Vi\mrttVi**ti/ral nrntein 

ji| 14 iJL i ZH4|rei|Ax_uj^ii>i'0. l J nypoxnoucai pruicux 
AF140225 [Homo sapiens] refiXP_035597.1| 49482 
[Homo sapiens] gb|AAH07829.1|AAH07829 
BC007829) Similar to hypothetical protein AF140225 


6E-60 


69 


1/171 557A 


gi|14715574|dbj|BAB62041.1| (AB065434) PRPK 

tmi+aTitl rHnmn cutyiptiqI ' 


2E-98 


70 


7401 ftfcft 


gi|7491888|pir||T41272 hypothetical protein 

CTirT'om AC Arto«/\*« iron /CoVii9neQr^arAmvf>PC 

Cl^zy / .ud - nssion yeast v^cnizosaccnaroinycco 
pombe) emb|CAB40785.1| (AL049609) hypothetical 

pruLClll ^OW/lJl^vaa.vWltU vliiy wvs pvjiiiuwj 


9.3 


71 


12843000 


gi) 1 2843 000|dbj [BAB25 820 . 1 [ (AK008666) putative 
[Mus musculus] 


1E-86 


72 


13542310 


mil 3^/17'* IfilTwfTKTP 111 00ft 1 1 TTnrhnraeterired 

conserved protein [Thermoplasma volcanium] 


6.6 


73 


14728906 


gi|14728906|refIXP_003327.3| hypothetical protein 
FLJ10858 [Homo sapiens] 


7E-98 


74 


l 

14749106 


gill4749106lrepT_031512.ll 14599 [Homo sapiens] 
dbj|BAB15298.1| (AK025963) unnamed protein product 
[Homo sapiens] 


1E-26 


76 


1176169 


gi|1176169|sp|P28636IYHBE_ECOLI 
HYPOTHETICAL 35.0 KDA PROTEIN IN DACB- 
RPMA INTERGENIC REGION pir|[B65109 
hypothetical 35. OK protein (dacB-rpmA intergenic 
region) - Eschenchia coh gb|AAA57985.1| (Uloyy/J 
ORFJ321 [Escherichia coh] gb|AAC76216.1| 
(AE000399) orf, hypothetical protein [Escherichia coli 
K12J gD|AAwoiIo.l|AJiUUj34/_4 ^AJduujjh/; on, 
hypothetical protein [Escherichia coh 0157:H7 
EDL933] dbj|BAB37486.1| (AP002564) hypothetical 
protein [Escherichia coli 0157:H7] 


0.23 


77 


13161357 


gi|13161357|dbj|BAB32948.1| (AP002908) hypothetical 

*vrsv+Ain~ci mil or tn A r«hir?rvncic tViJiliatin T*1P2 14-0 
prOiem SinUloT XO svTauiUUpsib Ul&iiqiio. x ±m. a-. t.T\j 

[Oryza sativa] 


6.3 


78 


8922806 


gi|8922806|refINP_060761.1| hypothetical protein 
FLJ10986 [Homo sapiens] dbj|BAA9 1940.1] 
(AK001848) unnamed protein product [Homo sapiens] 
gb|AAH00610.1|AAH00610 (BC000610) hypothetical 
protein FLJ10986 [Homo sapiens] 


5E-83 


82 


14603356 


gi|146033561gb|AAH10136.1|AAH10136 (BC010136) 
Unknown (protein for MGC:19513) [Homo sapiens] 


1E-74 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

XT 

IN 


T^T7 C P P TDTTr^M 


P VAT TTT7 




12804667 


gl|IzoU4oo/|gD|AAriUl /jo.l|AAn.Ul/jo (d\^\}[)x/jo) 
hypothetical protein FLJ20758 [Homo sapiens] 


0.000000005 


yu 


9795608 


gi|9795608|gb|AAF98426. 1|AC021044_5 (AL021U44) 
Unknown protein [Arabidopsis thaliana] 


0.7 


01 


13631937 


gi|13631937|ref]XPJ)01412.3| metal-regulatory 
transcription factor 1 [Homo sapiens] 


0.0004 


92 


I4574479 


gi|14574479|gb|AAF60869.2| (AC024856) Hypothetical 
protein Y71G10AR.2 [Caenorhabditis elegans] 


0.15 


93 


14970562 


gi|14970562|emb|CAC44371.1| (AJ292465) WDR9 
protein, form A [Homo sapiens] 


2E-16 


98 


12855751 


gi|12855751|dbj|BAB30445.1| (AK016814) putative 
[Mus musculus] 


3.1 


102 


11498284 


gi|l 1498284jrefINP_069510.il adenylate kinase (adk) 
[Archaeoglobus fulgidus] sp!029581|KAD„ARCFU 
ADENYLATE KINASE (ATP-AMP 
TRANSPHOSPHORYLASE) pir||D69334 adenylate 
kinase (EC 2.7.4.3) - Archaeoglobus fulgidus 
gb|AAB90565.1| (AE001058) adenylate kinase (adk) 
[Archaeoglobus fulgidus] 


4.00E-13 


104 


9910248 


gi|9910248|reflNPJ)64579.1| GL004 protein [Homo 
sapiens] gb|AAF86949.1|AF226049 J (AF226049) 
GL004 [Homo sapiens] 




105 


7302191 


gi|73 02 1 9 1 |gb| AAF57287. 1 1 (AE003784) CG7856 gene 
product [Drosophila melanogaster] 


1 A AT7 J-fiA 

1 .UUxi+UU 


106 


12005513 


gi|12005513Igb|AAG44486.1|AF246239_l (AF246239) 
AD030 [Homo sapiens] gb|AAG44658.1lAF258660_l 
(AF258660) AD033 [Homo sapiens] 


O AAT7 T'a 


108 


13874435 


gi| 1 3 8 7443 5 |dbj [B AB46923 . 1 1 (AB000782) cerebral 
protein- 10 [Homo sapiens] 


a aat?_a/L 


109 


14783375 


gi|14783375|reflXPJ45533.1| protein predicted by 
clone 23627 [Homo sapiens] 


1.60E-01 i 




7229532 


gl| IJLJLyj jZ|gOjA/ir*fZoOJ. l|i\TZZ J^Z-H^l ^/YT^J^ZrHj 

staufen [Drosophila virilis] 4 


3.30E+00 


112 


14775931 


gi|14775931|reflXP_049935.1| hypothetical protein 
FLJ14950 [Homo sapiens] 


3.00E-77 


114 


10140758 


gi|10140758|gb|AAG13589.11AC051633J 
|(AC051633) putative ubiquitin protein [Oryza sativa] 


2.10E+00 
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Table 3B Nearest "Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 

XT/A 

NU 


ACCESS 
N 


DESCRIPTION 


P VALUE 


115 


421058 


gi|421058|pir||S34255 hypothetical protein la - 
Escherichia coli erab|CAA51036.1| (X72295) ORFla 
[Escherichia coli] 


6.50E+00 


116 


14775931 


gi|14775931|ref|XP_049935.1| hypothetical protein 
FLJ14950 [Homo sapiens] 


2.00E-74 


117 


14781316 


gi|14781316|ref|XP_032533.1| hypothetical protein 
FU12787 [Homo sapiens] 


e-101 


118 


13161938 


gi|13161938|emb|CAC32991.1| (AJ309861) putative 
protein kinase VVNK4 [Homo sapiens] 


1.00E-30 


119 


7662028 


gi|7662028|reflNP_055557.1| KIAA0255 gene product 
[Homo sapiens] ref|XP_009540. 1| KIAA0255 gene 
product [Homo sapiens] sp|Q92544|T9S4_HUMAN 

TRANSMEMBRANE 9 SUPERFAMILY PROTEIN 
MEMBER 4 dbj|BAA13385.1| (D87444) Similar to 

S.cerevisiae EMP70 protein precursor (S25110) [Homo 
sapiens] emb|CAB75607.2| (AL049539) dJ836N17.2 
(KIAA0255 protein) [Homo sapiens] 


7.00E-14 


120 


10179324 


gi|10179324|dbj|BAB13674.1| (AB041351) type IV 
collagen alpha 6 chain [Mus museums] 


7.9 


122 


7160119 


gi|7160119|emb|CAB76306.1|<AL158057) putative 
acetyltransferase (fragment). [Streptomyces coelicolor 
A3(2)] 


0.1 


123 


14732244 


gi|14732244|ref}XP_039960. 1| PC3-96 protein [Homo 
sapiens] reflXP_039961.1| PC3-96 protein [Homo 

sapiens] pir||T46276 hypothetical protein 
DKFZp564Ml 178.1 - human emb|CAB70781.1| 
(AL137515) hypothetical protein [Homo sapiens] 
* gb|AAG3561 1 . 1|AF202092_1 (AF202092) PC3-96 
[Homo sapiens] 


9E-81 


124 


7020475 


gi|7020475|dbj|BAA91 144.1| (AK000407) unnamed 
protein product [Homo sapiens] 


2.6 ^ 


TIC 

125 


14775931 


gjll4775931lrefpCP_049935.ll hypothetical protein 
FU 14950 [Homo sapiens] 


2E-72 


127 


226135 


gi|226135|prfp411303A GABA receptor alpha2 [Bos 
tauras] 


0.046 


136 


4995818 


gi|4995818|emb|CAB44313.1| (AJ131899) proline rich 
synapse associated protein 1 [Rattus norvegicus] 


0.00003 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) | 


SEQED 
NO 


ACCESS 

NT 


nFSCRTPTTON 


P VALUE 


138 


13357869 


gi|13357869|reflNP_078143.1| unique hypothetical 
[Ureaplasma urealyticum] pir||D82907 hypothetical 
protein UU309 [imported! - Ureaplasma urealyticum 
gb|AAF30718.1|AE002128_6 (AE002128) unique 
hypothetical [Ureaplasma urealyticum] 


2.7 


xjy 


1076802 


gi| 1 0768 02|pir||S499 1 5 extensin-like protein - maize 
emb|CAA8423U.l| (Z34465) extensm-like protem |Z,ea 
mays] prf||21 1 1476A extensin-like domain [Zea mays] 


1.9 


^A^\ 


11466208 


gi|l 1466208lrefINP_066531.il NADH dehydrogenase 

subunit 4 [Naegleria gruberi] 
gb|AAG17809.1|AF2ooU92_34 (ArZooUVz) INAI-Jri 
dehydrogenase subunit 4 [Naegleria gruberi] 


6.6 


145 


7490290 


gi|7490290|pir||T38644 conserved hypothetical protein 
SPAC323.07c - fission yeast (Schizosaccharomyces 
pombe) emb|CAB53410.1| (AL109988) conserved 
hypothetical protein; UPF0013 [Schizosaccharomyces 
pombe] 


0 78 


147 


5813770 


gi|5813770|gb|AAD52006.1|AF017304J (AF017304) 
FMVIB [Morone saxatilis] 


6.8 


149 


2497311 


gi|24973 1 l|sp|P55803|MOGJ3OVIN MYELIN- 
OLIGODENDROCYTE GLYCOPROTEIN 
PRECURSOR pir||A477l2 myelin/oligodendrocyte 
glycoprotein precursor - bovine 


0.33 


152 


609342 


oil^ncndOlohlA A ASK6QR 11 (1104046^ nticleonhosmin- 
anaplastic lymphoma kinase fusion protein [Homo 
sapiens] 


2.7 


153 


7481152 


gi|7481 152|pir||T36795 probable penicillin acylase - 
Streptomyces coelicolor emb|CAB46792.1| (AL096811) 
putative penicillin acylase [Streptomyces coelicolor 
A3(2)l 


8 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


154 


12229694 


gi|12229694|sp|O93830|BET2_CANAL TYPE E 
PROTEINS GERANYLGERANYLTRANSFERASE 
BETA SUBUNTT (TYPE II PROTEIN GERANYL- 
GERANYLTRANSFERASE BETA SUBUNTT) j 
(GGTASE-II-BETA) (PGGT) (YPT1/SEC4 
PROTEINS GERANYLGERANYLTRANSFERASE 
BETA SUBUNTT) dbj|BAA35193.1| (AB021171) Beta 
subunh of geranylgeranyl transferase type2 [Candida 
albicans] 


4.7 


156 


9630058 


gi|9630058|refINP_046276. 1| unknown [Orgyia j 
pseudotsugata single capsid nuclear polyhedrosis vims] 
sp|O10359|Y120_NPVOP HYPOTHETICAL 9.3 KD 
PROTEIN (ORF120) pir||T10389 hypothetical protein 
120 - Orgyia pseudotsugata nuclear polyhedrosis virus 
gb|AAC59119.1| (U75930) unknown [Orgyia 
pseudotsugata single capsid nuclear polyhedrosis virus] 


8.5 


157 


9965966 


gi(9965966]gblAAG10219.11AF294433J (AF294433) 
coat protein [Alfalfa mosaic virus] 


7 


158 


7296047 


gi|7296047|gb|AAF51343.1| (AE003585) CG17711 
gene product [Drosophila melanogaster] 


4.6 


161 


13507856 


gi|13507856|ref|NP_109805. 1| ribosomal protein L20 
[Mycoplasma pneumoniae] sp|P78023|RL20_MYCPN 
SOS RIBOSOMAL PROTEIN L20 pir||S73363 
ribosomal protein L20 - Mycoplasma pneumoniae 
(strain ATCC 29342) gb|AAG34734.1|Ah0000U4_J 
(AE000004) ribosomal protein L20 [Mycoplasma 
pneumoniae] 


0.86 


162 


8393641 


gi|8393641|ref|NP_058889.1| kynurenine 
aminotransferase II [Rattus norvegicus] 
emb|CAA90507.1| (Z50144) l^urenine/alpha- 
aminoadipate aminotransferase [Rattus norvegicus] 


4.2 


169 


1515448 


gi|1515448|gb|AAC45559.1| (U63096) Description: 
pBF4 gene involved in Bacteroides spp. conjugal 
transfer [Bacteroides fragilis] 


2.6 


175 


422832 


gi|422832|pir||B46629 mucin 6, gastric (3-repeat clone) - 
human (fragment) gb|AAB61945.1| (L07518) mucin 
[Homo sapiens] 


3.2 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE I 


176 


7504075 


/ ju*fu / j[pir||x ^zjoh iiypuuicLiuai piuLCin rjjr*t.o 

Caenorhabditis elegans emb|CAB01215.1| (Z77663) 

F^3F4 6 rPflennrhahditk eleffan^l 


6.6 


178 


13385538 


gi|13385538|reflNP_080316.1| RIKEN cDNA 

Z.OHJUJOA.U1 gCIlC |_1V1U5> IlluoWUlUbJ UUJ|JD/VDZ.O JZ-v. X| 

(AK0 12865) putative [Mus musculus] 


2E-48 


180 


902377 


gi|902377|gb|AAA82981.1| (U18059) polyprotein 
[pestivirus type 1] 


0.53 


181 


13421499 


gi|13421499|gb|AAK22335.1| (AE005708) conserved 
hypothetical protein [Caulobacter crescentus] 


6.2 


1R7 

lor 


10803574 


gi|10803574|refINP_045972.1| GvpN [Halobacterium 
sp. NRC-1] sp|Q9HI16|GVNl_HALNl GVPN 
PROTEIN 1 pir||A47053 gas-vesicle operon protein 
gvpN [imported] - Halobacterium salinarum pir)|T08244 
gas-vesicle operon protein gvpN - Halobacterium sp. 
(strain NRC-1) plasmid pNRClOO gbjAAC82811.il 
(AF0 16485) GvpN [Halobacterium sp. NKC-1J 
gb|AAD15044.1| (L03361) gas vesicle protein [Plasmid 
«v\TDr i inm «k!a a norm 8 ii ^AT<nftSi40\ rStmW 

piNKUlUUJ gDjAAvJZU/zo.lj [AjzkjVJj OVpiN 

protein, cluster A; GvpNl [Halobacterium sp. NRC-1] 


■■ 

7.40E-01 


192 


7662532 


gii7662532|reflNP_054838.1| PRO0195 protein [Homo 
sapiens] gb| AAF24025 . 1 1 AF09090 1_1 (AF090901) 
PRO0195 [Homo sapiens] 


2.60E-01. 


194 


JJOUZZO 


gi|5360226|dbj|BAA36472.1| (AB015177) FO-ATPase 

oiiKunff" f% rRpfa "\7iilo5incl 

bUUUlllL U [XjCuJ. VUlgCLIlOj 


2.3 


196 


3024921 


gi|3024921 |sp|Q583 12|Y902_METJA 
HYPOTHETICAL PROTEIN MJ0902 pirl|F64412 

hypothetical protein MJ0902 - Methanococcus 
jannaschii gblAAB98907. 1 1 (U67533) M. jannaschii 
predicted coding region MJ0902 [Methanococcus 
jannaschii] 


6.5 


198 


7522108 


gi|7522108|pir||T29097 pro-pol-dUTPase polyprotein - 
murine endogenous retrovirus ERV-L (fragment) 
emb|CAA73251.1| (Y12713) protease; reverse 
transcriptase; RNaseH; integrase; dUTPase; Pro-Pol- 
dUTPase polyprotein [Mus musculus] 


1.7 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


199 


9955592 


gi|9955592|emb|CAC00653.1| (AJ292519) N-acylamino 
acid racemase [Amycolatopsis orientalis subsp. lurida] 


4.5 


203 


4097932 


gi|4097932|gb|AAD10321.1| (U72240) unknown 
[Choristoneura fumiferana nucleopolyhedrovirus] 


6.5 


205 


11252252 


gi|l 1252252|pir||D82079 pyruvate dehydrogenase, El 
component VC2414 [imported] - Vibrio cholerae (group 
01 strain N16961)gb|AAF95557.1| (AE004311) 
pyruvate dehydrogenase, El component [Vibrio 
cholerae] 


3.5 


206 


12963481 


gi|12963481|ref|NP_061927.1| hypothetical protein 
MGC5560; hypothetical protein [Homo sapiens] 
dbj|BAB14342.1| (AK022978) unnamed protein product 
[Homo sapiens] 


3E-73 


207 


14737646 


gi|14737646|reflXP_038048.1| similar to APICAL 
ENDOSOMAL GLYCOPROTEIN PRECURSOR (R. 
norvegicus) [Homo sapiens] 


4 


209 


14742770 


gi|14742770|ref|XP_039393.1| KIAA1550 protein 
[Homo sapiens] 


8.4 


213 


12643499 


gi|12643499|sp|P89202|RRPO_SHMV RNA- 
DIRECTED RNA POLYMERASE (186 KDA 
PROTEIN) [CONTAINS: 
METHYLTRANSFERASE/RNA HELICASE 
(MT/HEL) (128 KDA PROTEIN)] 


6.5 


223 


9629141 


gi|9629141|ref]NP_044299.1| putative transport protein 
[Soybean chlorotic mottle virus] 
sp|P 1 563 1|VMP SOCMV MOVEMENT PROTEIN 
(CELL-TO-CELL TRANSPORT PROTEIN) (ORF 
IA) pirj|JS0379 hypothetical 35.5K protein - soybean 
chlorotic mottle virus emb|CAA33833. 1| (X15828) 
putative transport protein [Soybean chlorotic mottle 
virus] 


4 

4.3 


226 


7494266 


gi|7494266|pir||T18485 hypothetical protein C0840w - 
malaria parasite (Plasmodium falciparum) 
emb|CABl 1124.1| (Z98551) putative P-type ATPase 
[Plasmodium falciparum] 


2.3. 


228 


14042283 


gi|14042283|dbj|BAB55 184.1| (AK027535) unnamed 
protein product [Homo sapiens] 


2E-30 


229 


14744326 


gi|14744326|reflXP_044812.1| NIMA (never in mitosis 
gene a)-related kinase 6 [Homo sapiens] 


4E-13 


232 


98014 


gi|98014|pir||S 1 1 148 amiA protein - Streptococcus 
pneumoniae 


10 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


233 


10178317 


gi|101783 17|emb|CAC08403. 1| (AL121928) 
bA18I14.5.1 (novel protein isoform 1) [Homo sapiens] 


7 


234 


630444 


gi|630444|pir||S43955 probable NADH dehydrogenase 
(ubiquinone) (EC 1.6.5.3) chain 3, kinetoplast - 1 
Trypanosoma brucei mitochondrion (fragment) 
gb|AAA20887.1| (L26251) CR5 [Trypanosoma brucei] 


6.2 


239 


7505826 


gi|7505826|pir|IT25816 hypothetical protein K12D9.2 - 
Caenorhabditis elegans 1 


1.4 


240 


7434912 


gi|7434912|pir|p71934phosphatidylglycerophosphate 
synthase - Helicobacter pylori (strain J99) 
gb|AAD05990.1| (AE001475) 
PHOSPHATBDYLGLYCEROPHOSPHATE 
SYNTHASE [Helicobacter pylori 199] 


5.8 


243 


• 

6136155 


gi|6136155|sp|O70546|UrX_MOUSE 
UBIQUITOUSLY TRANSCRIBED X 
CHROMOSOME TETRATRICOPEPTTDE REPEAT 
PROTEIN (UBIQUITOUSLY TRANSCRIBED TPR 
PROTEIN ON THE X CHROMOSOME) 
emb|CAA05692.1| (AJ002730) UTX [Mus museums] 


8.90E-KM) ' 


246 


2143962 


gi|2143962Ipir||I59422 rsecS - rat (fragment) 
gb|AAC52265.1| (U32498) rsec8 [Rattus norvegicus] 


1E-93 


250 


6136155 


gi|6136155|sp|O70546|UTX_MOUSE 
UBIQUITOUSLY TRANSCRIBED X 
CHROMOSOME TETRATRICOPEPTTDE REPEAT 
PROTEIN (UBIQUITOUSLY TRANSCRIBED TPR 
PROTEIN ON THE X CHROMOSOME) 
emb|CAA05692.1| (AJ002730) UTX [Mus museums] 


7.1 



V 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


255 


12737603 


gi|12737603|reflXP_006839.2| activin A receptor type D 
like 1 [Homo sapiens) refpCP_050707.1| activin A 

receptor type II-like 1 (Homo sapiens] 
sp|P37023|KIR3_HUMAN SERINE/THREONINE- 
PROTEIN KINASE RECEPTOR R3 PRECURSOR 

/ei/"DO\ f APTTVTTM HVf^WTCYQ T VICT* 1TTWA<2F 1^ 

(ALK-1) (TGF-B SUPERFAMILY RECEPTOR TYPE 
I) (TSR-I) pir||A49431 activin/TGF-beta-like type I 
rpcentnr - human eblAAA16160 11 (L17075) TGF-b 
Qimprfarnilv recentor tvne I rHomo sapiens! 
gblAAB61900.1| (U77713) activin receptor like kinase 1 
[Homo sapiens] 


7.50E+00 


265 


2133974 


gi|2133974|pir||S68425 SoxPl protein - rainbow trout 
dbj|BAAl 1868.1| (D83256) SoxPl [Oncorhynchus 
mykiss] 


0.18 


266 


9838427 


gi|9838427|ref]NP 064041.1) or£214 [Beta vulgaris] 


2.2 


268 


5731737 


oiK7^17V7lrihilBAA83337 11 CAB021878) similar to 
yeast sodium/proton exchanger [Oryza sativa] 


3.3 


271 


13642312 


gi|13642312|ref|XP_002895.2| parathyroid hormone 
receptor i |riomo sapiens j rei|./Yr_vj3j# 4 t^,. \\ 
parathyroid hormone receptor 1 [Homo sapiens] 
ref|XP J)33743. 1| parathyroid hormone receptor 1 
[Homo sapiens] 


9 


272 


11545138 


gi|11545138]emb|CAC08390.2| (AL121886) 
dJ1028D15.1 (continued from dJ138B7.1 in 
Em:Z98752) [Homo sapiens] 


0.0000008 


275 


6323677 


gi|6323677|ref|Nr_U 13748. 1| YmrUj4cp 
[Saccharomyces cerevisiae] sp|Q05131|YMS4_YEAST 

IMP2 INTERGENIC REGION pir||S5395 1 probable 
mpmhnnp nrntpin VMR034c - veast ( Saccharomvces 
cerevisiae) emb|CAA89150.1| (Z49213) unknown 
[Saccharomyces cerevisiae] 


6.6 


277 


7297043 


gi|7297043|gb|AAF523 12.1| (AE003612) CG13992 
gene product [Drosophila melanogaster] 


8.1 


282 


1616595 


gi|1616595|emb|CAA41710.1| (X58907) steroid 21- 
monooxygenase [Homo sapiens] 


6.8 


283 


14089610 


gi|14089610|emb|CAC13370.1| (AL445563) unknown; 
predicted coding region [Mycoplasma pulmonis] 


2.1 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


284 


139809 


gi|139809|sp|P27571pQST_MOUSE X INACTIVE 
SPECIFIC TRANSCRIPT PROTEIN pir||S15433 

hypothetical protein - mouse emb|CAA4 1978. 1| 
(X59289) ORF [Mus musculus] prf||1711440A xist 
gene [Mus musculus] 


0.18 


285 


11355576 


gi| 1 1355576|pir||T4433 1 hypothetical protein wblD : 
[imported] - Vibrio cholerae dbjIBAA33635.1| < 
(AB012957) probable NADH dehydrogenase [Vibrio 
cholerae] 


■ 0.23 


297 


14389443 


gi)14389443|refINP 1 16776. 1| NADH dehydrogenase 
suburat 4 [Rana nigromaculata] dbj|BAB58996. 1| 
(AB043889) NADH dehydrogenase subunit 4 [Rana 
nigromaculata] 


9.2 


300 


4493987 


gi|4493987|emb|CAB39046.II (AL034559) hypothetical 
protein, PFC1030w [Plasmodium falciparum] 


2.1 


306 


7494200 


gi|7494200|pir||T18434 hypothetical protein C0375c - 
malaria parasite (Plasmodium falciparum) 
emb|CABlllll.l| (Z98547) predicted using hexExon; 
MAL3P3.10 (PFC0375c), Homologue of C.elegans 
T08A11.2 protein, len: 1387 aa; Similarity to C.elegans 
T08A11.2 protein. C.elegans T08A11.2 protein 
(WP:T08A1 1.2) BLAST Score: 2901, sum P(2) - 0.0; 
66% identity in 839 aa > 


1.3 


308 


10728064 


gi|10728064|gb|AAF50455.2| (AE003556) CG7060 
gene product [Drosophila melanogaster] 


4.7 


317 


9631682 


gi|963 1682|refJNP_048461 . 1 1 all3L [Paramecium 
bursaria Chlorella virus 1] pir|IT17603 hypothetical 
protein al 13L - Chlorella virus"PBCV-l 
gb|AAC96481.1| (U42580) all3L [Paramecium 
bursaria Chlorella virus 1] 


7.7 


318 


4733986 


gi|4733986|gb|AAD28666. 1|AC007209_2 (AC007209) 
hypothetical protein [Arabidopsis thaliana] 


5.30E+O0 


319 


461649 


gil461649|sp|Q05004|BB61_RABIT BRUSH BORDER 
61.9 KD PROTEIN PRECURSOR pir||B45665 adult- 
specific 61.9K brush border protein precursor - rabbit 
emb|CAA78302.1| (Z12840) protein of unknown 
function [Oryctolagus cuniculus] 


3.00E-16 
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SEQED 
NO 


ACCESS 
N 
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P VALUE 


322 


11466552 


gi|l 1466552|refINP_044801.1| NADH dehydrogenase, 
Subunit 4 rRecIHomonas americana! nirl!Q7R1 IsJATYH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 4 - 
Reclinomonas americana (ATCC 50394) mitochondrion 
gb|AADl 1916.1| (AF007261) NADH dehydrogenase, 
subunit 4 (Reclinomonas americana] 


9.1 


323 


13603897 


gi|13603897|gb|AAK31986.1|AF295594J(AF295594) 
SKTxl precursor [Buthus martensii] 


9.3 


325 


11497767 


gi|11497767|ref[NPJ)68989.1J hypothetical protein 
[Archaeoglobus fidgidus] sp|O30087|Y150_ARCFU 
HYPOTHETICAL PROTEIN AF0150 pir||F69268 
hypothetical orotein AF0150 - Archaeo&lobm fiilffichis 
gb|AAB91087.1| (AE001096) A. fulgidus predicted 
coding region AF0150 [Archaeoglobus fulgidus] 


7.1 


332 


7506939 


eil7506939birliT24356 hvoothetical nrotein T02D1 3 - 
Caenorhabditis elegans emb|CAB05908.1| (Z83319) 1 
T02D1.3 [Caenorhabditis elegans] 


3.9 


336 


7510675 


gi|7510675|pir||T29689 hypothetical protein ZC266.2 - 
Caenorhabditis elegans gb|AAA96101.1| (U53140) 
ZC266.2 gene product [Caenorhabditis elegans] 


2.4 


337 


12697923 


gi[ 1 2697923 |dbj |B AB2 1 780 . 1 1 (AB051476) KIAA1689 
protein [Homo sapiens] 


3E-21 


338 


630465 


gi|630465|pir||S47042 protein kinase (EC 2.7.1.37) cdc2- 
related 1 - malaria parasite (Plasmodium falciparum) 


5.7 


340 


7488318 


gi|74883 18|pir||T01 191 RNA-directed DNA polymerase 

lomoloff S - ArahiHnncic tfinlisvna 

gb|AAC13599.1| (AF058914) similar to reverse 
transcriptase (Pfara: transcript_fect.hmni > score: 72.31) 
Arabidopsis thaliana] 


5 


341 


5804818 


gi|5804818|emb|CAB52872.1| (AL021712) putative 
protein [Arabidopsis thaliana] emb|CAB79171.1| 
(AL161556) putative protein [Arabidopsis thaliana] 


5 


343 


14579376 


gi|145793761gb|AAK69253.11AF336309_48 
;AF336309) SpyB [Yersinia enterocolitica] 


8.2 



448 



WO 02/14500 



PCT/US01/25840 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) j 


SEQID 


a rrroo 
AtLbss 

N 
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344 1 


11284162 


gi|11284162|pir||H81077 hypothetical protein NMB 1490 
[imported] - Neisseria meningitidis (group B strain 
MD58) gb|AAF41846.1| (AE002498) hypothetical 
protein [Neisseria meningitidis MC58] 


3 


347 


11361512 


gi|l 13615 12|pirp82781 hypothetical protein XF0626 
[imported] - Xylella fastidiosa (strain 9a5c) 
gb|AAF83436.1|AE003908_4 (AE003908) hypothetical 
protein [Xylella fastidiosa 9a5c] 


7.6 


1 AC 

348 


7497054 


gi)7497054|pir||T19739 hypothetical protein C35A5.4 - 
Caenorhabditis elegans emb|CAA94905.1| (Z71185) 
contains similarity to Pfam domain: PF00635 (MSP 
(Major sperm protein) domain), Score=66.4, E-value=2e 
16, N=l [Caenorhabditis elegans] 


0.064 


349 


6531601 


gi|6531601|gb|AAF15500.1| (AF167672) 
immunoglobulin heavy chain variable region [Homo 
sapiens] 


1.6 


352 


12858471 


gi|12858471|dbj|BAB31327.1| (AK018655) putative 
[Mus musculus] 


3.9 


353 


2128157 


gi|2128157|pir||C64319 hypothetical protein MJ0154 - 
Methanococcus jannaschii 


0.98 


355 


14195575 


gi|14195575|sp|P58114[YV78_CAUCR 
HYPOTHETICAL PROTEIN CC3178 
gb|AAK25140.1| (AE005981) pirin-related protein 
[Caulobacter crescentus] 


4.20E4O0 


359 


/4084.J3 


gi|7468435|pir||B72015 metalloproteinase, insulinase 
family CP0903 [imported] - Chlamydophila pneumoniae 
(strains CWL029 and AR39) gb|AAD19093.1| 
(AE001675) Insulinase family/Protease IE 
[Chlamydophila pneumoniae CWL029] 
gb|AAF38689.1| (AE002249) metalloprotease, 
insulinase family [Chlamydophila pneumoniae AR39] 
dbj|BAA99165.1| (AP002548) insulinase 
ramiiy/protease 111 [Liuamyaopniia pneumomae j i^oj 


A 1 


360 


461649 


gi|461649|sp|Q05004|BB61_RABIT BRUSH BORDER 
61.9 KD PROTEIN PRECURSOR pir||B45665 adult- 
specific 61.9K brush border protein precursor - rabbit 
emb|CAA78302.1| (Z12840) protein of unknown 
function [Oryctolagus cuniculus] 


8E-45 



449 
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P VALUE 


363 


12859685 


gi|12859685|dbj|BAB3 1736.1| (AK019464) putative 

I [lYXUb illuot/UiUaJ 


6.1 


365 


11055982 


gi|l 1055982|reflNP_067633.1| PR domain containing 
13; PR-domain containing protein 13 [riomo sapiens j 
ref|XPJ)11460.1| PR domain containing 13 [Homo 
sapiens] gb|AAG 13448.1] (AY004253) PR-domain 
containing protein 13 (Homo sapiens] 


3.4 




3915305 


gi|39153051sp|Q96597[W5j\HSV9 OUTER CAPSK) 

"DUfYTPTKT VP* <»MA API 7^70 11 finAdRQ} VPS 

[African horse sickness virus] 


0.63 






gi| 11 46698 6|rei]Nr_041oyi.i| uno_o [nugiena 
gracilis] sp|P31916|YCX3^EUGGR HYPOTHETICAL 

*70 r\ VT\ "DT> r^TXTTXT TXT DCDP TNTTPfYM 9 fOTJWWS^ 

7o.U KD rKUl-bJUN JIN roDL 1IN iKUiN Z ^UJvroj^ 

emb|CAA50080.1| (X70810) Orf635 [Euglena gracilis] 


1.7 


373 


14766918, 


gill4766918lrefpCP_034599.ll acid sphingomyelinase- 
like phosphodiesterase [Homo sapiens] 


2E-99 


375 


5732610 


gi|5732610|gb|AAD49190. 1(AF1 15423_2 (AF1 15423) 
core protem [Hepatitis d vitusj 


3.4 


377 


2707661 


gi|2707661|gb|AAB94699.1| (AF029934) IgM heavy 
cnain VJJJ region [uryctoiagus ciuucuiusj 


4.7 


379 


7516819 


gi|75168191pir||C72580 hypothetical protein APE1923 - 
Aeropyrum pernix (strain Kl) dbj|BAA80928.1| 
(AP000062) 105aa long hypothetical protein 
[Aeropyrum pernix] 


i 6 80E+00 


380 


3859670 


gij3859670|emb|CAA22008.1| (AL033502) hypothetical 
membrane protein [Candida albicans] 


9.90E+00 


382 


14784562 


gi|147o456^|ret|ArjU4U4l3.i| muUL [e*. coo.) nomoipg o 
[Homo sapiens] gb|AAF23905.1| (AF195658) DNA 
mismatch repair protein [Homo sapiens] 


2E-25 


383 


14194519 


gi|141945 19|sp|Q9K920|CMGB_BACHD COMG 
OPERON PROTEIN 2 HOMOLOG dbj|BAB06550.1| 
(AP0015 16) DNA transport machinery [Bacillus 
halodurans] 


2.7 


386 


7509624 


gi|7509624lpir||T26676 hypothetical protein Y38F1A.1 - 
Caenorhabditis elegans emblCAA21628.1| (AL032639) 
predicted using Genefinder-cDNA EST 
EMBLAW057282 comes from this gene 
[Caenorhabditis elegans] 


9.4 



450 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


r VAJLUJd 


388 


7508443 


gi|7508443|pir|[T2528 1 hypothetical protein T25E12. 11 - 
Caenorhabditis elegans emb|CAB04829.1| (Z82052) 
contains similarity to Pfam domain: PF01827 (Domain 
of unknown function), Score=130.6, E-Value=4.6e-36, 
N=l [Caenorhabditis elegans] 


3.4 


389 


7295832 


gi|7295832|gb|AAF5U33.1| (AE003580) CG3347 gene 
product [Drosophila melanogaster] 


0.032 


390 


7510359 


gi|7510359|pir||T27283 hypothetical protein Y64G10A.f 
- Caenorhabditis elegans 


5.2 


395 


6679381 


gi|6679381|ref|NP J)32903. 1| plasminogen [Mus 
musculus] sp|P20918|PLMN_MOUSE 
PLASMINOGEN PRECURSOR [CONTAINS: 
ANGIOSTATIN] pir||PLMS plasmin (EC 3.4.21.7) 
precursor - mouse gb|AAA50168.1| (J04766) 
plasminogen [Mus musculus] 


2.2 . 


396 


8479518 


gi|8479518|sp|Q89853|VGP_EBORS STRUCTURAL 
GLYCOPROTEIN PRECURSOR (VIRION SPIKE 
GLYCOPROTEIN) [CONTAINS: GP1; GP2] 
gb|AAC54889.1| (U23416) virion spike glycoprotein 
[Ebola virus] gb|AAC54891.1| (U23417) virion spike 
glycoprotein [Ebola virus] 


3.1 


403 


14133247 


gi|14133247|dbj|BAA86564.2| (AB033076) KIAA1250 
protein [Homo sapiens] 


6E-19 


412 


3293234 


gi|3293234|gb|AAC25913.1| (U96413) T-DNA 
oncoprotein [Agrobacterium tumefaciens] 


9.1 


415 


7023033 


gi|7023033|dbj|BAA91809.1| (AK001649) unnamed 
protein product [Homo sapiens] 


9E-85 


416 




gi|125 14130|gblAAG55434. 1[AE005285_1 (AE005285) 
putative oxidoreductase [Escherichia coli 0157:H7 
EDL933] dbj|BAB34455.1| (AP002554) putative 

rwi^nro^n/'faoP 1 P c/*lipripliia /•oil Ol j7*Tt71 
OX1QOJ tAlUCLaoC [JuovIlCl lullia tuu \J * .±11 j 


9.40E-01 


418 


4514359 


gi|4514359|dbj|BAA75394.1| (AB013377) ComGB 
[Bacillus halodurans] 


2.6 


419 


7510324 


gi|7510324|pir||T27250 hypothetical protein Y5F2A.3 - 
Caenorhabditis elegans emb|CAA21648.1| (AL032641) 
Y5F2A.3 [Caenorhabditis elegans] 


1.6 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


421 


6981358 


gi|6981358|ref|NP_037137.1| phosphoinositide 3-kinase 
p85 (other splicing variants: p55 and p50) [Rattus 
norvegicus] sp|Q63787|P85A_RAT 
PHOSPHATIDYLINOSrrOL 3-KINASE 
REGULATORY ALPHA SUBUNIT (PI3-KINASE 
P85 -ALPHA SUBUNIT) (PTDINS-3-KINASE P85- 
ALPHA) (PI3K) dbj|BAA18932.1| (D64045) 
phosphatidylinositol 3-kinase p85 alpha subunit [Rattus 
norvegicus] 


• 

2.4 


423 


6576738 


gi|6576738|dbj|BAA88337. 1| (AB005891) ORF2 
[Platemys spixii] 


3.4 


424 


6739553 


gi|6739553|gb|AAF27299.1| (AF146429) DeltaC [Danio 
rerio] 


3.9 


425 


13816283 


gi|13816283|gb|AAK43020.1| (AE006883) Sulfete 
adenylyltransferase (sat) [Sulfolobus solfetaricus] 


3.6 


428 


11034774 


gi|11034774Igb|AAG27071.1|AF105225_7(AF030414) 
NiflQ [Gluconacetobacter diazotropbicus] 


3.6 


433 


13364676 


gi|13364676|dbj|BAB38622.1| (AP002568) hypothetical 
protein [Escherichia coli 0157:H7] 


5.8 


434 


12845784 


gi|12845784|dbj|BAB26898.1| (AK010380) putative 
[Mus musculus] 


0.075 


435 


12513917 


gi|12513917|gb|AAG55266.1|AE005270_2(AE005270) 
Zl 121 gene product [Escherichia coli 0157:H7 
EDL933] gb|AAG55675.1[AE005306_4 (AE005306) 
Z1560 gene product [Escherichia coli 0157JI7 
EDL933] dbj|BAB34723.1| (AP002554) putative 
membrane protein [Escherichia coli 0157:H7] 


8.3 


436 


7661654 


gi|7661654|ref|NP_056444.1| DKFZP566I153 protein 
[Homo sapiens] emb|CAB43677.1| (AL050369) 
hypothetical protein [Homo sapiens] 


0.42 


437 


1150678 


gi|1150678|emb|CAA5097I.l| (X72086) ORF20R; 
B21R in citation [3] [Variola virus] 


5.10E+00 


438 


8928456 


gi|8928456|sp|05 1039IY006_BORBU 
HYPOTHETICAL PROTEIN BB0006 pir||F70100 
conserved hypothetical integral membrane protein 
BB0006 - Lyme disease spirochete gb|AAC66397.1| 
(AE001 1 15) conserved hypothetical integral membrane 
protein [Borrelia burgdorferi] 


4.2 


440 


7297273 


gi|72972731gb|AAF52536. 1| (AE003618) Myo28Bl 
gene product [Drosophila melanogaster] 


3.3 



452 
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NO 


ACCESS 
N 


DESCRIPTION 


T> \T AT TTC 


448 


7495690 


gi|7495690[pir||T19090 hypothetical protein C08F11.3 - 
Caenorhabditis elegans emb|CAB05674.1| (Z83216) 
C08F11.3 [Caenorhabditis elegans] 


4.9 


449 


10438579 


gi|10438579|dbj|BAB15281.1| (AK025916) unnamed j 
protein product [Homo sapiens] 


5.1 


451 


112200 


gi|l 12200|pir||A32868 prolactin receptor - rat 
(fragments) 


8.6 


452 


114987 


gi|l 14987|splP17885|BIMAJEMENI BIMA PROTEIN 
pir||A53256 nuclear protein bimA - Emericella nidulans 
emb]CAA41959.1| (X59269) bimA [Emericella 
nidulans] 


6.60E+00 


457 


4885039 


gi|4885039|gb|AAD31932.1|U00058^6(U00058) 
contains similarity to DNAJ domains (Pfam: PF00226, 
Score=44.9, E=1.8e-09, N=l) [Caenorhabditis elegans] 


4.3 


t 459 


4505121 


gi|4505121|refINP_003916. 1| methyl-CpG binding 
domain protein 4; 3,N(4)-ethenocytosine glycosylase; 
G/T mismatch glycosylase; G/U mismatch glycosylase; 
G/5-fluorouracil mismatch glycosylase with biphasic 
kinetics [Homo sapiens] gb|AAC68879.1| (AF072250) 
methyl-CpG binding protein MBD4 [Homo sapiens] 
gb|AAD22195. 1|AF1 14784 J (AF1 14784) methyl-CpG 
binding endohuclease [Homo sapiens] gb|AAD50374.1| 
(AF120999) methyl-CpG binding protein 4 [Homo 
sapiens] 


2.1 


463 


12644455 


gi|12644455)sp|Q60751|IGlRJVlOUSE INSULIN- 
LIKE GROWTH FACTOR I RECEPTOR 
PRECURSOR gblAAC12782.1| (AF056187) insulin- 
like growth factor I receptor; IGF-I receptor [Mus 
musculus] 


3.1 


465 


11465398 


gi|11465398|ref|NP_045211.1| unknown; N-acetyl- 
glutamate-gamma-semialdehyde dehydrogenase 
[Cyanidium caiaanumj sp|vyiiA£o|mo3_^xAW* 
AMINOTRANSFERASE HISH 
gb|AAF12883.1|AF022186J (AF022186) unknown; N- 
acetyl-glutamate-gamma-semialdehyde dehydrogenase 
[Cyanidium caldarium] 


5 


1 466 


5761329 


gi|5761329|dbj|BAA83473.1| (AB004819) cysteine 
endopeptidase [Oryza sativa] 


5.70E+00 
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SEQID 
NO 


N 


DESCRIPTION 


P VALUE 


468 


5306243 


gi|5306243|gb|AAD41976.1|AC006438J(AC006438) 
hypothetical protein [Arabidopsis thaliana] 


4.2 


470 


7304025 


gi|7304025|gb|AAF59067.1| (AE003836) CG8639 gene 
product [Drosophila melanogaster] 


3.20E-01 


ATX 


7303724 


gi(73 03 724jgb|AAF5 8773 . 1 1 (AE003829) tola gene 
product [alt 2] [Drosophila melanogaster] 
gb|AAF58774.1| (AE003829) tola gene product [ah 3] 
[Drosophila melanogaster] gb|AAF58775.1| 
(AE003829) tola gene product [alt 4] [Drosophila 
melanogaster] gb|AAF58776. 1| (AE003829) tola gene 
product [alt 5] [Drosophila melanogaster] 


* 

5.8 


476 


1098549 


gi|1098549Igb|AAA82594.1| (U25703) immunpglobulin 
light chain F class [Ictalurus punctatus] 


7 


477 


4262231 


gi|42622311gblAAD14524.1| (AC006200) hypothetical 
protein [Arabidopsis thaliana] 


3.8 


478 


5834894 


gi|5834894|ref]NP_006964.1|ND5 J0021 NADH 
dehydrogenase subunit 5 [Caenorhabditis elegans] 
sp|P24896[NU5M_CAEEL NADH-UBIQUINONE 
OXIDOREDUCTASE CHAIN 5 pirJ|S26037 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 5 - 
Caenorhabditis elegans mitochondrion 
emb|CAA38162.1| (X54252) ND5 protein (AA 1 - 527) 
[Caenorhabditis elegans] 


0.23 




14776608 


gi|14776608|reflXPJ)33588.1| BAIl-associated protein 
3 [Homo sapiens] 


8.6 


482 


7448960 


gi|7448960|pir||D72417 conserved hypothetical protein - 

Thermotoga maritima (strain MSB8) 
gb|AAD35211.1|AE001697Jl (AE00 1697) conserved 
hypothetical protein [Thermotoga maritima] 


9.1 


484 


7497960 


gi|7497960]pir||T15840 hypothetical protein C54G7.3 - 
Caenorhabditis elegans gb|AAA81392.1| (U40410) 
coded for by C. elegans cDNA yk9el0.5; coded for by 
C. elegans cDNA yk9elu.3; multiple regions oi 
similarity to EGF-like repeats and cysteine-rich repeats 
[Caenorhabditis elegans] 


5 


487 


14720884 


gi|14720884|ref|XPJ)32180.1| hypothetical protein 
DKFZp434A171 [Homo sapiens] 


7.7 


490 


3201900 


gi|3201900|gb|AAC19365.1| (AF067420) SNC73 
protein [Homo sapiens] 


0.28 



454 
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12018149 


gi| 120 18 149|gb|AAG4542 1 . 1 |AF309495_1 (AF309495) 
gamete-specific hydroxyproline-rich glycoprotein a2 
[Chlamydomonas reinhardtii] 


3.7 


4Q4 


467634 


gi|467634|emb|CAA82856.1| (Z29969) HLY 4 
[Entamoeba histolytica] 


8.9 


498 


14726914 


gi|14726914|ref|XP_037105.1| KIAA0622 protein; 
Drosophila 'multiple,asters' (Mast)-like homolog 1 
[Homo sapiens] 


6.8 


499 


11692583 


gi|11692583|gb|AAG39888.1|AF282303_l (AF282303) 
odorant receptor M34 [Mus musculus] 


9.5 


502 


7303064 


gi|7303064|gb|AAF58 132.1| (AE003810) CG12960 
gene product (Drosophila melanogaster] 


4.9 


504 


13701254 


gi|13701254|dbj|BAB42549.1|(AP003133) 
ORFro:SA1289~hypothetical protein, similar to 
bifunctional biotin ligase/biotin operon repressor 
[Staphylococcus aureus subsp. aureus N3 15] 
dbj|BAB57618.1| (AP003362) hypothetical protein 
[Staphylococcus aureus subsp. aureus Mu50] 


5.9 


505 


137073 


gill37073|spIP17086|UREl_PROMI UREASE ALPHA 
SUBUNIT (UREA AMIDOHYDROLASE) 
pir||D43719 urease (EC 3.5.1.5) 62K chain - Proteus 
mirabilis gb|AAA25669.1| (M31834) urease subunit C 
[Proteus mirabilis] 


8.5 


512 


14548038 


gi|14548038|sp|Q9D952|EVPL_MOUSE 
ENVOPLAKIN (P210) (210 KDA CORNIFIED 
ENVELOPE PRECURSOR) emb|CAC38864.2| 

(AI309317) envoplakin [Mus musculus] 


4.2 




14031018 


gi|14031018|gb|AAK50523.1| (AY029684) NADH 
dehydrogenase F [Stenotaphrum secundatum] 


4.6 


518 


14600836 


gi|14600836|reflNP_147359.1| hypothetical protein 
[Aeropyrum pernix] pir|p72647 hypothetical protein 
APE0610 - Aeropyrum pernix (strain Kl) v 
dbj|BAA79580.1| (AP000060) 376aa long hypothetical 
protein [Aeropyrum pernix] 


2.8 
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NO 
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N 
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519 


4930062 


gi|4930062|pdb|lMAA|D Chain D, Mouse 
Acetylcholinesterase Catalytic Domain, Glycosylated 
Protein pdb|lMAA|A Chain A, Mouse 
Acetylcholinesterase Catalytic Domain, Glycosylated 
Protein pdb|lMAA|C Chain C, Mouse 
Acetylcholinesterase Catalytic Domain, Glycosylated 
Protein pdb|lMAA|B Chain B, Mouse 
Acetylcholinesterase Catalytic Domain, Glycosylated 
Protein 


8.8 


522 


9757603 


gi|9757603|dbj|BAB08147.1| (AB030877) maturase 
[Lilium mackliniae] 


0.62 


526 


7445887 


gj|7445887|pir||T07052 probable potassium channel 
protein SKT2 - potato emb|CAA70870.1| (Y09699) 
putative inward rectifying potassium channel [Solanum 
tuberosum] 


2.1 


coo 
528 


2897832 


gi|2897832|dbj[BAA24910.1| (AB000134) cytochrome 
oxidase subunit I [Prorocentrum micans] 


9.8 


537 


7446379 


gi|7446379|pir)fT14039 protein kinase (EC 2.7.1.37), 
myotonic dystrophy-associated - rat gb|AAC02941.1| 
(AF021935) mytonic dystrophy kinase-related Cdc42- 
binding kinase [Rattus norvegicus] 


8E-52 


544 


14779648 


gill4779648jrefpOP_027140.il hypothetical protein 
FLJ23239 [Homo sapiens] 


6.3 


546 


7292503 


gi|7292503|gblAAF47906.1| (AE003481) CG15023 
gene product [Drosophila melanogaster] 


6.3 


548 


4758758 


gi|4758758|ref|NP_004529.1| nucleosome assembly 
protein 1-like 3 [Homo sapiens] 
sp|Q99457[NPL3 JKUMAN NUCLEOSOME 
ASSEMBLY PROTEIN 1-LIKE 3 dbj|BAA08904.1| 
(D50370) nucleosome assembly protein [Homo sapiens] 


1.6 


554 


14530412 


gi|14530412|emb|CAC42291.1| (Z69360) cDN A EST 
EMBL:U52071 comes from this gene [CaenbAabditis 
elegans] 


/ 


559 


6680788 


gi|6680788|ref|NP_031576.1| Bloom syndrome protein 
homolog (human) [Mus musculus] 
sp|O88700|BLM_MOUSE BLOOM'S SYNDROME 
PROTEIN HOMOLOG emb|CAB10933.1| (Z98263) 
BLM protein [Mus musculus] 


4.8 
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560 


3294495 


gi|3294495|gb|AAC25822.1| (AF038608) contains 
similarity to Mus musculus tumor susceptibility protein 
TSG101 (GB:U52945) [Caenorhabditis elegans] 


0.78 


561 


6319273 


gi|63 19273|ref|NP_009356. 1| pre-tRNA processing; 
Ptalp [Saccharomyces cerevisiae] 
sp|Q01329|PTAl_YEAST PTA1 PROTEIN 
pir||S3 1299 pre-tRNA processing protein PTA1 - yeast 
(Saccharomyces cerevisiae) gb|AAA34919.1| (M95673) 
ptal [Saccharomyces cerevisiae] gb)AAC04988.1| 
(U12980) Ptalp: Pre-tRNA processing involved protein 
[Saccharomyces cerevisiae] 


9.9 


567 


5817732 


gi|5817732|gb|AAD52875.1|AF142703_l (AF142703) 
maturase-like protein [Ophrestia radicosa] 


6.6 


569 


126296 


gi|126296|sp|P08548|LINLNYCCO LINE-1 
REVERSE TRANSCRIPTASE HOMOLOO 
prf]|1207289B reverse transcriptase related protein 
[Nycticebus coucang] 


» 

0.00000002 


572 


13816099 


gi|13816099|gb|AAK42875.1| (AE006870) Hypothetical 
protein [Sulfolobus solfataricus] 


2.1 


574 


12513361 


gi|12513361[gb|AAG54834.1|AE005228J (AE005228) 
putative glutaminase [Escherichia coli 0157:H7 
EDL933] dbj|BAB3396Lll (AP002552) putative 
glutaminase [Escherichia coli 0157:H7] 


3.3 


575 


11350453 


gi|l 1350453|pir||B82965 hypothetical protein PA5456 
[imported] - Pseudomonas aeruginosa (strain PAOl) 
gb|AAG08841.1|AE004958Jl (AE004958) 
hypothetical protein [Pseudomonas aeruginosa] 


9 


584 


1174945 


gi|1174945|sp|P43109|VEXB_SALTIVI 
POLYSACCHARIDE EXPORT INNER- 
MEMBRANE PROTEIN VEXB pir||G36892 Vi 
polysaccharide capsule transporter VexB - Salmonella 
typhi dbj|BAA03197.1| (D14156) Wzm protein 
[Salmonella typnij 


4.0 


586 


4566616 


gi|4566616|gb|AAD23408.1|AF113531J (AF113531) 
follicle-stimulating hormone receptor precursor 
[Coturnix coturnix] 


2 


589 


14746756 


gijl4746756lrefpCP_039102.il similar to hypothetical 
protein FLJ20378 (H. sapiens) [Homo sapiens] 


0.007 
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NO 
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N 
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P VALUE 


590 


7429823 


<n!74?QR93lrnrllD69991 conserved hvnothetical urotein 
yteU - Bacillus subtilis gb|AAC00275.1| (AF008220) 
YteU [Bacillus subtilis] emb|CAB14987.1| (Z99119) 
similar to hvnothetical oroteins from B. subtilis 
[Bacillus subtilis] 


0.49 


592 


11877309 


gi|11877309|emb|CAC19023.1| (AJ278707) ORF 4 
[Neisseria meningitidis phage 2120] 


9.2 


594 


14193715 


gi|14193715|gb|AAK56102.11AF332074J(AF332074) 
peroxisome proliferator-activated receptor binding 
protein [Mus musculus] 


0.000002 


595 


14625344 


gi|14625344[gb|AAK71419.1|U80842_9(U80842) 
Hypothetical protein ZC239.19 [Caenorhabditis 
elegans] 


1.9 


596 


1107614 


gi|1107614|emb|CAA62696.1| (X91351) viral infectivity 
factor protein [Human immunodeficiency virus type 1] 


0.008 


599 


6324561 


gi|6324561|reflNP_014630.1| required to degrade 
misfolded ER lumenal and integral membrane proteins; 
Hrdlp [Saccharomyces cerevisiae] pir||S66695 probable 
mptnhranp nrot^in YfYL013c - veast ( Saccharonrvces 
cerevisiae) emb|CAA99012.1| (Z74755) ORF YOL013c 
[Saccharomyces cerevisiae] 


V 

6.7 


600 


7494878 


gi|7494878|pir||T33047 hypothetical protein B0344.2 - 
Caenorhabditis elegans gb|AAC16982.1| (AF067209) 
B0344.2 gene product [Caenorhabditis elegans] 


0.94 


601 


11347199 


gi|11347199|pir||U>1351 prooaWe UJJr-IN- 
acerybnuramoylalanyl-D-glutaniyl-2, 6^aminopirnelate- 
-D-alanyl-D-alanine ligase (EC 6.3.2.15) Cj0795c 
[imported] - Campylobacter jejuni (strain NCTC 11168) 
emb|CAB73060.1| (AL139076) putative UDP-N- v 
acetylmuramoylalanyl-D-glutamyl-2, 6-diaminopimelate 
- ligase [Campylobacter jejuni] 


0.55 


604 


1293067 


gi|1293067|gb|AAB06014.1| (U50958) drosophila seven 
in-absentia gene product homolog [Mus musculus] 


7.9 
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• 


< nil 07s 


gi|503 1 975 |ref!NP_005 875 . 1 1 p21 -activated kinase 4; 
protein kinase related to S. cerevisiae STE20, effector 
for Cdc42Hs [Homo sapiens] ref|XP_041095.1| protein 
kinase related to S. cerevisiae STE20, effector for 
Cdc42Hs [Homo sapiens] refpff_041093.ll protein 
kinase related to S. cerevisiae STE20, effector for 
Cdc42Hs [Homo sapiens] sp|O96013|PAK4_HUMAN 
SERINE/THREONINE-PROTEIN KINASE PAK 4 
(P2 1 -ACTIVATED KINASE 4) (PAK-4) 
gb|AAD01210.1| (AF005046) serine/threonine kinase 
[Homo sapiens] emb|CAA09820.1| (AJ011855) PAK4 
protein [Homo sapiens] 


1.1 


608 


9280285 


gi|9280285|dbj|BAB01686.1| (AB046104) unnamed 
protein product [Macaca fascicularis] 


8.7 


609 


5869819 


gi|5869819|emb|CAB55576.1| (AJ249395) NADH- 
ubiquinone oxidoreductase subunit 1 [Globodera 
pallida] 


0.84 


611 


V 

12045283 


gi|12045283|reflNPJ)73094.1| conserved hypothetical 
protein [Mycoplasma genitalium] 
sp|P47662|Y423 JVfYCGE HYPOTHETICAL 
PROTEIN MG423 pir||G64246 conserved hypothetical 
protein MG423 - Mycoplasma genitalium 
gb|AAC71647.1| (U39724) conserved hypothetical 
protein [Mycoplasma genitalium] 


2.8 


612 \ 


11289932 


gi|l 1289932|pir||T50247 probable helicase [imported] - 
fission yeast (Schizosaccharomyces pombe) 
emb|CAB71840.1| (AL138666) putative helicase 
[Schizosaccharomyces pombe] . 


4.5 




61 10700 
oi iy fyjy 


gi|6119709|emb|CAB59566.1| (AJ249986) C3G protein 
[Rattus norvegicus] 


1.6 


620 


7144507 


gi|7144507|gb|AAA58585.2| (U12823) hemolysin 
[Acanthamoeba polyphaga] 


8.1 


622 


15011757 


gi|i^ui x /o /|gD|AAbU43oz.j| ^Uo^ou 3 ) Hypothetical 
protein C09B7.1 [Caenorhabditis elegans] 


7 


625 


8923324 


gi|8923324|refINP_060247. 1| hypothetical protein 
FLJ20345 [Homo sapiens] ref|XPJ)08i61.3| 
hypothetical protein FLJ20345 [Homo sapiens] 
dbj)BAA91 105.1| (AK000352) unnamed protein product 
[Homo sapiens] 


0.004 
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SEQBD 
NO , 


ACCESS 

. - N 


DESCRIPTION 


P VALUE 


626 


V 

6960319 


gi|6960319|gb|AAD43326.2|AF155156_l(AF155156) 
adaptor-related protein complex AP-4 epsilon subunrt 
{Homo sapiens] 


0.00008 


628 


5739387 


gi|5739387|gb|AAD50450.1|AF169388_l(AF169388) 
alpha 4 collagen IV [Mus museums] 


5.5 


631 


3510234 


gi|3510234|gb|AAC33487.1| (AC005581) R31237J, 
partial CDS [Homo sapiens] 


8.6 


632 


802150 


gi|802150|gblAAB32775.1| (S75037) pancreatic 
jeptidylglycine alpha-amidating monooxygenase, , 
> AM=membrane-bound isoform {altematively spliced, 
clone PAM-3, transmembrane domain (Ba region)} 
buman, islet cell tumor cell line QGP-1, Peptide Partial, 
971 aa] [Homo sapiens] 


1E-13 


636 


2105238 


gi|2105238|gb|AAB57954.1| (U86905) similar to variola 
and vaccinia E9L [Molluscum contagiosum virus 
subtype 1] 


1.5 


641 


7576305 


gi|7576305|emb|CAB88003.1| (AJ277410) NADH 
dehydrogenase subunit 1 [Taenia hydatigena] 


9.3 


643 


12231395 


gi|12231395|gblAAG49078.11AF216121_l(AF216121) 
phytochrome B [Gyminda tonduzii] 


7 


647 


281178 


gi|28 1 1781pir||IQ1580 major surface antigen - hepatitis 
B virus (subtype adw4q-, strains CNTS-38 and Fou) 
emb|CAA53344.1| (X75658) surface antigen [Hepatitis 
B virus] 


6.7 


652 


7503145 


gi|7503145|pir||T16315 hypothetical protein F41C3.6 - 
Caenorhabdhis elegans gb|AAC46813.1| (U23521) 
asked finisher to look for frameshift because of 
discrepancy between prediction and EST CEESW76F; 
looks like there should be a splice from 2175 1 to 21706. 
But no problem was found in the area [Caenorhabditis 
elegans] 


6.9 _ 




14773502 


gi|14773502|ref|XP_043252.1| PCAF associated factor 
65 alpha [Homo sapiens] gb|AAH08785.1|AAH08785 
(BC008785) JrLAr associated tactor od aipna Lnomo 
sapiens] 


3E-10 


658 


14732840 


gi|14732840|reflXP_0341 10. 1| hypothetical protein 
XP 034110 [Homo sapiens] 


1.8 


659 


13442965 


gi|13442965|gb|AAK26242.1(AF247132J(AF247132) 
putative chromatin remodeling factor [Mus musculus] 


4 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION i 


P VALUE 


660 


4512671 


gi|4512671|gb|AAD21725.1| (AC006931) En/Spm-like 
transposon protein [Arabidopsis thaliana] 

oKIA ATY^RfiR 11 API 41375 1 /"API 41 375\ nr/tfnHprmal 

factor 1 [Arabidopsis thaliana] 

ohlAAD33R69 1IAF141376 1 fAF141376i nrotoHermal 
factor 1 [Arabidopsis thaliana] 


6.6 


663 


13385330 


oi!133R5330lrpflNP 0Rftl97 11 PTCCFN rTW A ' 

1700010114 gene [Mus musculus] dbj|BAB24262.1| 
(AK005830i nutative PMus musculusl 


0.33 


665 




gi|14325583|dbj|BAB60486.1| (AP000996) unknown 

nrnHnrt 1 1 'hprmnnla^tna vf>lf*.aniiiiTi1 
uiuuuwi 1 a uviiiit/LJiwdiiici vwm iii mui 


5.4 


666 


14779941 


gi|14779941|reflXPJ>07847.3| hypothetical protein from 
clone 24796 [Homo sapiens] 


0.00000002 


670 


14330407 


ai!1433n407lpmhirAf!41ft79 11 fAT30R518i P9Y5 

receptor [Gallus gallus] 


3.3 1 


672 


l^QQI <Q< 


gi|13991595|gb|AAK51427.1| (AF355796) BRCA1 

rP^livmiriprsi Iralnlml 

^J-^vliyillijJwl Cl JVCuLLUUJ 


6 9 


681 


14728540 


gi)14728540|ref|XP_04826U| similar to ring finger 
protein 23; RING-B box-coiled coil-B30.2 (M. 
musculus) [Homo sapiens] 


0.026 


683 




gi|14740222|ref]XP_049918.1| similar to hypothetical 

nrrvfrpin 1 flQ40 fW canipnc l rHrwnn Q5iT\ipnQl 
pivjvwiii ivivj\_/ y\jy-T\j \x\, s>dpidii>^ |Xjajiii\j oapiwiiDj 


1E-86 


684 


11359451 


gi|l 135945 l|pir||T5 1040 hypothetical protein 
B 15120. 100 [imported] - Neurospora crassa 
emb]CAB97464.1| (AL389900) conserved hypothetical 
protein [Neurospora crassa] 


9.2 


685 




gi|14735526|ref]XP_001804.4[ guanylate binding protein 

9 rntprfprfm-inHnpihlp fHnmrt Qatvipn^l 


2.3 


687 


7510353 


gij75 1 03531pir||T27275 hypothetical protein Y63D3A.9 • 
Caenorhabditis elegans emb|CAA21711.1| (AL032652) 

n/N««f omc ctrvft lo nf tr Pram i"i c\iw oitl' PPflilnAn iH.IVW 

contains siniudiiiy io jricuii uuniaiii, rruwotQ uua 
domain.), Score=43.2, E-value=1.9e-09, N=l 
[Caenorhabditis elegans] 


6.8 


697 


14773502 


gi)14773502|ref|XP_043252.1| PCAF associated factor 
65 alpha [Homo sapiens] gb|AAH08785.1|AAH08785 
(BC008785) PCAF associated factor 65 alpha [Homo 
sapiens] 


3E-10 


700 


7498998 


gi|7498998|pir||T16057 hypothetical protein F13D11.2 - 
Caenorhabditis elegans 


0.27 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


703 


4493893 


gi|4493893|emb|CAB39002.1| (AL034558) predicted 
using hexExon; MAL3P2.15 (PFC0230c), Hypolhetical 
protein len: 3979 aa [Plasmodium falciparum] 


9.2 


706 


7243081 


gi|7243081|dbj|BAA92588.1| (AB037771) KIAA1350 
protein [Homo sapiens] 


1E-79 


707 


7496384 


gi|7496384|pir||T33266 hypothetical protein C24B9.10 - 
Caenorhabditis elegans gb|AAC19256.1| (AF068709) 
Hypothetical protein C24B9.10 [Caenorhabditis 
elegans] 


5.4 


708 


7492007 


gi|7492007|pir||T41680 hypothetical protein 
SPCPlEll.Olc - fission yeast (S chizosaccharomyces 
pombe) emb|CAB54860.1| (AL117183) hypothetical 
protein [Schizosaccharomyces pombe] 


4.1 


709 


14758507 


gi|14758507|ref|XP_044768.1| similar to death receptor 
6 (H. sapiens) [Homo sapiens] 


0.031 


710 


6513925 


gi|65 13925|gb|AAF14829.1|AC01 1664J 1 (AC0I1664) 
unknown protein [Arabidopsis thaliana] 


0.83 


713 


6434714 


gi|6434714|emb|CAB61161.1|(AL132973) putative 
membrane protein. [Streptomyces coelicolor A3(2)] 


1.2 


714 


8810476 


gi|8810476|gb|AAF80137.1|AC024174_19(AC024174) 
Contains similarity to a hypothetical protein F24K9.13 
gi|6006885 from Arabidopsis thaliana gblAC008153 
and contains multiple PPR PF|01535 repeats 


0.22 


719 


9626839 


gi|9626839|refJNP_041 109.1| ORF 18 [ictalurid 
herpesvirus 1] sp|Q00120[VG18_HSVIl 
HYPOTHETICAL GENE 18 PROTEIN piri|A36788 
hypothetical protein ORF18 - ictalurid herpesvirus 1 
(strain auburn 1) gbIAAA88121.1| (M75136) ORF 18 
[ictalurid herpesvirus 1] 


9.2 


111 


15004903 


gi|15004903|gb|AAK77203. 1|AC006622_3 
(AC006622) Hypothetical protein C52D10.12 
[Caenorhabditis elegans] 


2.4 


724 


6677663 


gi|6677663|reflNP_033047.1| retinoic acid induced 1 
[Mus musculus] pir||T30250 GT1 protein - mouse 
dbj|BAA06184.1| (D29801) Unknown [Mus musculus] 
prfl|2123391A GT1 gene [Mus musculus] 


0.12 



462 



BNSOOCID: <WO 0214500A2J_> 



WO 02/14500 



PCT/US01/25840 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


729 




gi|2343 1 83 |gb|AAB677 15 . 1| (AF013243) zinc finger 
transcription factor [Lytechinus variegatus] 


A AO 1 

0.021 


730 


7465334 


gi|7465334|pir||B71980 proline dehydrogenase (EC 
1.5.99.8) / l-pyrroline-5-carboxylate dehydrogenase 
(EC 1.5.1. 12) putA [similarity] - Helicobacter pylori 
(strain J99) gb|AAD05632.1| (AE001444) 
ProIine/pyrroline-5-carboxylate dehydrogenase 
[Helicobacter pylori J99] 


4.9 


733 


9631436 


gi|9631436]refJNPJ)48287.1| ORFMSV216 SCGgene 
family protein [Melanoplus sanguinipes i 
entomopoxvirus] pir||T28377 ORF MSV216 SCG gene 
family protein - Melanoplus sanguinipes 
entomopoxvirus gb[AAC97749.1| (AF063866) ORF 
MSV216 SCG gene family protein [Melanoplus 
sanguinipes entomopoxvirus] 


0.52 


734 


13813168 


gi|13813168|gb|AAK40402.1| (AE006645) Hypothetical 
protein [Sulfolobus solfataricus] 


2.7 


736 


14776978 


gill4776978lrefpCP_033086.ll hypothetical protein 
XP_033086 [Homo sapiens] 


5.4 


737 


7294863 


gi|7294863|gb|AAF50194.1| (AE003550) CG6718 gene 
product [Drosophila melanogaster] 


1.9 




7465334 


gi|7465334lpir||B71980 proline dehydrogenase (EC 
1.5.99.8) / l-pyrroline-5-carboxylate dehydrogenase 
(EC 1.5.1.12) putA [similarity] - Helicobacter pylori 
(strain J99) gb|AAD05632.1| (AE001444) 
Proline/pyrroline-5-carboxylate dehydrogenase 
[Helicobacter pylori J99] 


3.9 


750 


5759216 


gi|57592 1 6|gb| AAD5 1 03 0. 1 |AF 1 72399_1 (AF 1 72399) 
p75 neurotrophin receptor a-1 [Xenopus laevis] 
gb|AAD51031.1|AF172400J (AF172400)p75 
neurotrophin receptor a-2 [Xenopus laevis] 


3.9 


751 


6518511 


gi|6518511|dbj|BAA87907.1|(AB021222)ketosynthase 
[Streptomyces rochei] 


6.6 


754 


6679777 


gi|6679777|refpsTPj032O29. 11 fibroblast growth factor 
15 [Mus musculus] sp|035622|FGFFJVIOUSE 
FIBROBLAST GROWTH FACTOR-15 
PRECURSOR (FGF-15) gb|AAB63197.1| (AF007268) 
fibroblast growth factor [Mus musculus] 
dbj[BAB30961.1| (AK017829) putative [Mus musculus] 


7.7 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


755 


7498881 


gi|749888I|pir||T20748 hypothetical protein Fl 1A5.2 - 
Caenorhabditis elegans emb|CAB07355.1| (Z92830) 
contains similarity to Pfam domain: PF01604 (7TM 
chemoreceptor), Score=428.7, E-vaIue=1.7e-125, N=l 
[Caenorhabditis elegans] 


6.4 


756 


1378135 


gi|13781351gb|AAB02606.1| (U58466) putative 
fibroblast growth factor receptor 1-like protein; one of 
three possible open reading frames in the sequence 
[Rattus norvegicus] 


5.1 


758 


7444901 


gi|7444901|pir||B71630 hypothetical protein RP702 - 
Rickettsia prowazekii emb|CAA15138.1| (AJ235273) 
unknown [Rickettsia prowazekii] 


2.2 


759 


12854427 


gi|12854427|dbj)BAB30025. 1) (AK015906) putative 
[Mus musculus] 


6.6 


763 


4185892 


gi|4185892|emb|CAA21831.1| (AL033125) 1- 
evidence=predicted by content~l- 
method=genefinder;084~l -evidence_end~2- 
evidence=predicted by match~2- 
match_accession=SWISS-PROT:P38205~2- 
match_description=HYPOTHETICAL 77.9 KD 
PROTEIN IN RRN10-MCM2 INTERGENIC 
REGION.~2-match_species=SACCHA> 


9.1 


766 


14725855 


gi|14725855|refIXP_038865.1| similar to hypothetical 
protein PR02822 (H. sapiens) [Homo sapiens] 


9.2 


770 


7582302 


gi|75823021gb|AAF64271.11AF208857_l(AF208857) 
BM-015 (Homo sapiens] 


8E-13 


772 


6594283 


gi|6594283|dbj|BAA884 19.1| (AB016615) hydrophobic 
transmembrane protein [Staphylococcus aureus] 


1.7 


783 


12597803 


gi|125978031gb|AAG60115.1|AC073178_26 
(AC073 178) hypothetical protein [Arabidopsis thaliana] 


0.62 


784 


8777303 


gi|8777303|dbj|BAA96893.1| (AB018112) serine 
carboxypeptidase [Arabidopsis thaliana] 


1.2 


785 


10045258 


gi|10045258|emb|CAC07930.1| (AJ228487) cytochrome 
c oxidase subiinit 3 [Acanthogammarus godlewskh] 


1.5 


786 


1794167 


gi|1794167|dbj|BAA11217.1| (D78137) unnamed 
protein product [Vibrio parahaemolyticus] 


9.7 


790 


12835698 


gi|12835698|dbj|BAB23329.1| (AK004489) putative 
[Mus musculus] 


8.1 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


791 


131761 


PERMEASE (QUINATE TRANSPORTER) 
pir||G3 1277 quinate transport protein - Neurospora 

rrn^Qfl (tentative <zem\enrjp\ pnYhlPA A^9759 11 0^14603^ 

quinate transporter [Neurospora crassa] 


1.7 


794 


11640576 


gi|116405761gb|AAG39285.1|AF113214_l(AF113214) 
MSTP034 [Homo sapiens] • 


6.3 


797 


5306243 


gi|5306243|gb|AAD41976.1|AC006438_8(AC006438) 
hypothetical protein [Arabidopsis thaliana] 


3.4 


798 


7511787 


gi|7511787|pir||T29089 alpha-mannosidase (EC 3.2. L-), 
class II - fall armyworm gb|AAB62719.1| (AF005034) 
alpha-mannosidase II [Spodoptera frugiperda] 


7 


800 


3170793 


gi|3170793|gb|AAC18201.1|(AF062165) 
immunoglobulin heavy chain variable region [Homo 
sapiens] 


8.7 


802 


11466458 


gi)11466458|ref|NP_038161.1| NADH dehydrogenase 
subunit 4L [Chrysodidymus synuroideus] 
gb|AAB95105.1| (U54633) NADH dehydrogenase 
subunit 4L [Chrysodidymus synuroideus] 
gb|AAF36927.1|AF222718J (AF222718)NADH 
dehydrogenase subunit 4L [Chrysodidymus 
synuroideus] 


4.2 


803 


14779941 


gijiH- / /yyHiireijTLr^uu/oH / .jj nypouiencai protein rrom 
clone 24796 [Homo sapiens] 


0.00000002 


804 


13430868 


gi|1343U868|rei]NP_077008.1| hypothetical protein 
MGC2615 {Homo sapiens] ref|XP_015759.1| 
hypothetical protein MGC2615 [Homo sapiens] 
gb|AAH01656.1|AAH01656 (BC001656) Unknown 
protein for MGC:2615) [Homo sapiens] 


4E-21 


808 




gi|3293234|gb|AAC25913.1| (U96413) T-DNA 
oncoprotein [/\giOL>a.cienuiii luiuciaciensj 


7 0 


810 


7299169 


gi|7299169|gb|AAF54367.1| (AE003682) Fps85D gene 
product [alt 1] [Drosophila melanogaster] 


5.6 


814 


11361627 


trill 13616?7lnirllH82736 hvnrrfhetical nrolein XF0QQ2 

[imported] - Xylella fastidiosa (strain 9a5c) 
gb|AAF83802.1|AE003937_6 (AE003937) hypothetical 
protein [Xylella fastidiosa 9a5c] 


0.43 


816 


10803160 


gi|10803160|emb|CAC13088.1| (AL445503) putative 
two component system response regulator [Streptomyces 
coelicolor] 


6.4 
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'able 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


819 


2613090 


gi|2613090|gb|AAB84279.1| (AF030317) OmpR 
Proteus vulgaris] 


1.7 


821 


2494232 


gi|2494232|sp|Q628 14|E2F5_RAT TRANSCRIPTION 
FACTOR E2F5 (E2F-5) gb|AAB00180.1| (U31668) 
E2F-5 [Rattus norvegicus] 


7.8 


822 


14729752 


gi|14729752|ref|XP_036388.1| hypothetical protein 
V1GC5297 [Honio sapiens] 


6.7 


825 


7024427 


gi|7024427|emb|CAA87594.2| (Z47547) 
J wi=orf234. 1 ;Mpo=orf244 Angio=or6c~no ATG start 
codon [Chondrus crispus] 


8 


833 


11691811 


gi|l 169181 l|emb|CACl 1114.11 (AL121893) 
bA189K21.6 (Sec23 (S. cerevisiae) homolog B) [Homo 
sapiens] 


5.6 


834 


117704 


gi|117704|sp|P18246|CXAl_BOVIN GAP JUNCTION 

ALPHA- 1 PROTEIN (CONNEXIN 43) (CX43) 
(VASCULAR SMOOTH MUSCLE CONNEXIN 43) 
pir|[A36623 gap junction protein Cx43 - bovine 
gb|AAA30459.1| (J05535) vascular smooth muscle 
connexin43 [Bos taurus] 


9.2 


835 


1170606 


gi|1170606|sp|P43188|KADC_MAIZE ADENYLATE 
KINASE, CHLOROPLAST (ATP-AMP 
TRANSPHOSPHORYLASE) pirl|S45634 adenylate 

lr4-noco CGC 1 O 1 A X\ rWnrnnlact - mni?p nfihUZAKIA 
KUl3.SC If/V/ / .*t.J CniOlopioal llbcLiL& puujix-in-KV|rx 

Chain A, Adenylate Kinase From Maize In Complex 
With The Inhibitor Pl,P5-Bis(Adenosine-5'- 
^nentanhosohate fAt>5a^ odbllZAKIB Chain B, 
Adenylate Kinase From Maize In Complex With The 
Inhibitor Pl,P5-Bis(Adenosine-5'-)pentaphosphate 

(Ai)5a) 


0.0000001 


836 


7661750 


gi|7661750|reflNP_054866.1| HSPC047 protein [Homo 
sapiens] gb|AAF29019.1|AF161532_l (AF161532) 
HSPC047 [Homo sapiens] 


5E-28 


838 


13815530 


gi|13815530|gb|AAK42398.1| (AE006828) Transport 
protein, hypothetical [Sulfolobus solfataricus] 


5 


839 


14771844 


gi|14771844|reflXP_045585.1| hypothetical protein 
FIJI 1085 [Homo sapiens] emb|CAB91047.2| 
(AL109935) dJ1022P6.2 (KIAA1434) [Homo sapiens] 


0.089 


843 


4007786 


gi|4007786|emb|CAA5 1374.1| (X72850) acetyl CoA 
acetyltransferase [Sphingomonas sp.] 


4.6 
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SEQD5 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


847 


9968471 


gi|9968471|emb|CAC06698.1| (AJ275988) Kruppel like 
factor [Mus musculus] 


6.2 


848 


7499805 


gi|7499805|pir||T21337 hypothetical protein F25D7. 1 - 
Caenorhabditis elegans emb|CAB01696.1| (Z78418) 
cDNA EST yk60g6.3 comes from this gene-cDNA EST 
yk60g6.5 comes from this gene-cDNA EST 
ykl56bl0.3 comes from this gene-cDNA EST 
ykl56bl0.5 comes from this gene~cDNA EST 
yk399f2.3 comes from this gene-cDNA EST yk399£2.5 
comes from this gene~cDN> 


i 

7.1 


849 


6581093 


gi|6581093|gb|AAF18453.1[AF205599J(AF205599) 
transposase-like protein [Mus musculus] 


4.4 


853 


13651256 


gi|1365 1256lrefp4P_015436.ll chloride channel 4 
[Homo sapiens] ref|XP_045758.l| chloride channel 4 
[Homo sapiens] ref|XP_045756.1| chloride channel 4 
[Homo sapiens] ref|XP_045757.1| chloride channel 4 
[Homo sapiens] dbj|BAA77327.1| (AB019432) chloride 
channel protein 4 [Homo sapiens] 
gb|AAD50981.1|AF170492_l (AF170492) chlonde 
channel CLC4 [Homo sapiens] 


2.3 


854 


336159 


gi|336159|gb|AAA46774.1| (M90520) polymerase 
protein [Woodchuck hepatitis B virus] 


3.2 


861 


8979124 


gi|8979124|dbj|BAA98959.1| (AP002547) CT651 
hypothetical protein [Chlamydophila pneumoniae J138] 


0.76 


863 


4758712 


gi|4758712|refINP_004659.1| alpha-glucosidase; brush 
border hydrolase [Homo sapiens] 
sp|043451|MGAJIUMAN MALTASE- 
GLUCOAMYLASE, INTESTINAL [INCLUDES: 
MALTASE (ALPHA-GLUCOSIDASE); 
GLUCOAMYLASE (GLUCAN 1,4-ALPHA- 

maltase-glucoamylase [Homo sapiens] 


0.1 


864 


13812050 


gi|13812050|ref]NP_l 13 184.1) hypothetical protein 
[Guillardia theta] gb|AAK39752.1|AF083031_109 
(AF08303 1) hypothetical protein [Guillardia theta] 


4.3 


867 


10726408 


gi|10726408|gb|AAF54394.2| (AE003683) CG9381 
gene product [Drosophila melanogaster] 


5.5 



467 
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fable 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


870 


7299899 


gi|7299899|gb|AAF55074.1| (AE003705) CG7987 gene 
product [alt 1] [Drosophila melanogaster] 
gb|AAF55075.1| (AE003705) CG7987 gene product [alt 
2] [Drosophila melanogaster] 


9.7 


872 


6979325 


gi|6979325|gblAAF3441 8. 1|AF172282_7 (AF172282) 
putative phosphatidylinositol 4-lrinase [Oryza sativa] 


4.8 


873 


13699930 


gi|13699930)dbj|BAB41229.1| (AP003129) conserved 
hypothetical protein [Staphylococcus aureus subsp. 
aureus N315] dbj|BAB56175.1| (AP003358) conserved 
hypothetical protein [Staphylococcus aureus subsp. 
aureus Mu50] 


3.7 


877 


6841256 


gi|6841256|gb|AAF28981 .11AF161421J (AF161421) 
HSPC303 [Homo sapiens] 


7E-64 


879 


2459878 


gi|2459878|gb|AAC40459.1| (AF005734) glycoprotein 
precursor [Marburg virus] 


2.5 


880 


14759292 


gi|14759292|ref]XP_006700.2| checkpoint with forkhead 
and ring finger domains [Homo sapiens] 
gb|AAF91084.1|AF170724_l (AF170724) cell cycle 
checkpoint protein CHFR [Homo sapiens] 


0.000000002 


886 


141164 


gi|141164|sp|P19297|YORM_TTVl HYPOTHETICAL 
38.6 KD PROTEIN emb|CAA32993.1| (X14855) URF 
(352 AA) [Thermoproteus tenax virus 1] 


2.2 


889 


1755061 


gi|1755061|gb|AAB50394.1| (U62737) photosyston I 
subunitXI [Synechococcus sp. PCC 7942] 


3.6 


890 


7464739 


gi|7464739|pir||G71920 hypothetical protein jhp05 18 - 
Helicobacter pylori (strain J99) gb|AAD06099.1| 
(AE001485) putative [Helicobacter pylori J99] 


7.6 


891 


14141161 


gi| 14141 161|ref|NP_004492.2| heterogeneous nuclear 
ribonucleoprotein U, isoform b; hnRNP U protein; 
scaffold attachment factor A; pl20 nuclear protein 
[Homo sapiens] gb|AAH03367.1|AAH03367 
(BC003367) heterogeneous nuclear ribonucleoprotein U 
(scaffold attachment factor A) [Homo sapiens] 
gb|AAH03621.1|AAH03621 (BC003621) heterogeneous 
nuclear ribonucleoprotein U (scaffold attachment factor 
A) [Homo sapiens] 


6.9 


892 


7649887 


gi|7649887|dbj|BAA94165.1| (AP000422) tail fiber 
protein [Escherichia coli 0157.H7] 


0.63 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEom 

NO 


ACCESS 
N 


TYCCpp TPTTOXT 


D \T AT TTT7 


901 




gi|7496871|pir||T19650 hypothetical protein C32H11.7 - 
Laenorhabditis elegans emb|CAB05 141.1) (Z82260) 
cDNA EST yk576f6.3 comes from this gene 
[Caenorhabditis elegans] 


4.6 


905 


13400109 


gi|13400109|gb|AAK21974.1| (U77931) rRNA 
promoter binding protein [Rattus norvegicus] 


0.003 


918 


13235458 


gi|13235458|emb|CAC33751.1| (AJ293322) ProP2 
protein [Rickettsia typhi] 


4.1 


919 


7292165 


gij/zyz I o5|gb|AAF 47577. 1 1 (AE003472) CG12023 
gene product Prosophila melanogaster] 


0.25 


920 


12831207 


gill2831207lrefINP_075579.ll gamma-aminobutyric 
acid (GABA-A) receptor, subunit epsilon [Rattus 
norvegicus] gb|AAF70383.11AF189262_l (AF189262) 
GABA-A receptor epsilon-like subunh [Rattus 
norvegicus] 


4.5 


926 


10765285 


gi|10765285|gb|AAG2297 1 . 1|AF 1 8343 1_1 (AF1 8343 1) 
inhibitor of apoptosis protein 2 [Rattus norvegicus] 


4.2 


927 


2832268 


gil28322681gb|AAC15477.1| (AF043233) Caco-2 
oligopeptide transporter [Homo sapiens] 


5.1 


928 


6179898 


gi|6179898|gb|AAF05702.1|AF190129J(AF190129) 
Na+/K+/2C1- cotransporter [Callinectes sapidus] 


6.1 


931 


12644035 


gi|12644035|sp|Q9Z8Ml|IF2_CHLPN 
TRANSLATION INITIATION FACTOR IF-2 
pir||E81576 translation initiation factor 2 CP0440 
[imported] - Chlamydophila pneumoniae (strain AR39) 
gb|AAF38279.1| (AE002205) translation initiation 
factor 2 [Chlamydophila pneumoniae AR39] 
dbj|BAA98527.1| (AP002546) initiation fector-2 
[Chlamydophila pneumoniae J138] 


. 0.91 


932 


10956362 


gi|10956362|refINPJ)52811.1| pXOM 15 [Bacfllus 
anthracis] pir||C59105 hypothetical protein pXOl-115 - 
joacmus aninracis virulence piasmia pALFi 
gb|AAD32419.1|AAD32419 (AF065404) pXOl-115 
[Bacillus anthracis] gb|AAD41347.1|AF150965_l 
(AF150965) resolvase X [Bacillus anthracis] 


1.9 


933 


13814214 


gi|13814214|gb|AAK41294.1| (AE006722) Conserved 
hypothetical protein [Sulfolobus solfataricus] 


0.99 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


, - DESCRIPTION 


P VALUE 


940 


6320195 


gi|6320195|ref|NP_010275.1| Ydl009cp 
[Saccharomyces cerevisiae] pir||S525 1 0 probable 
membrane protein YDL009c - yeast (Saccharomyces 
cerevisiae) emb|CAA88350.1| (Z48432) unknown 
[Saccharomyces cerevisiae] emb|CAA98568. 1| 
(Z74059) ORF YDL009c [Saccharomyces cerevisiae] 


7 


942 


10181130 


gi|10181130|ref|NP_065586.1| acid sphingomyelinase- 
like phosphodiesterase 3a [Mus musculus] 
emb|CAA69329.1| (Y08135) acid sphingomyelinase-like 
phosphodiesterase [Mus musculus] 


6E-84 


943 


13124718 


gi]131247181sp|P54358|DPOD_DROME DNA 
POLYMERASE DELTA CATALYTIC SUBUNTT 
gblAAF49555.1| (AE003529) DNApol-delta gene 
product [Drosophila melanogaster] 


2.8 


946 


2258300 


gi|22583001gb|AAB63269.1| (AF001783) AgrC 
[Staphylococcus aureus] 


1.9 


947 


7460037 


gi|7460037|pir||T13431 hypothetical protein T17A13.20 
Arabidopsis thaliana emb|CAB79678.1| (AL161574) 
hypothetical protein [Arabidopsis thaliana] 


3.4 


948 


7494291 


gi|7494291|pir||E71616 hypothetical protein PFB0365w 
malaria parasite (Plasmodium falciparum) 
gb|AAC71862.1| (AE001390) hypothetical protein 
[Plasmodium falciparum] 


1.9 


950 


1707627 


gi|1707627|emb|CAA96381.1| (Z71701) cytochrome 
oxidase subunit III [Euhadra herklotsi] 


9.1 


952 


6739602 


gi|6739602|gb|AAF27330.1| (AF178534) talin [Homo 
sapiens] 


1E-14 



V 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


954 


7498956 


gi|7498956|pir|(T20804 hypothetical protein F12F6.1 - 
Caenorhabditis elegans emb|CAA97791.1| (Z73425) 
cDNA EST yk30a8.3 comes from this gene-cDNA EST 
ykl2dl 1 .5 comes from this gene-cDNA EST yk30a8.5 

comes from this gene~cDNA EST ykl 17g9.3 comes 
from this gene-cDNA EST ykl 13hl 1 .5 comes from this 

gene-cDNA EST ykl 17g9.5 comes from this 
gene~cJJiNA> emDjCAAy / /yo. i| (L / J4zoj cdina m i 
yk30a8.3 comes from this gene-cDNA EST ykl2dl 1.5 
comes from this gene-cDNA EST yk30a8.5 comes from 
this gene-cDNA EST ykl 17g93 comes from this 
gene-cDNA EST ykll3hll.5 comes from this 
gene-cDNA EST ykl 17g9.5 comes from this 
gene~cDNA> 


6.6 


955 


9631417 


gi|9631417|ref)NP_048325.1| ORF MSV254 leucine 
rich repeat gene family protein, similar to Amsacta 
moorei entomopoxvirus Q3 ORF SW:P28854 
[Melanoplus sanguinipes entomopoxvirus] pir||T28415 
ORF MSV254 leucine rich repeat gene femily protein - 
Melanoplus sanguinipes entomopoxvirus 

gDI/VAl^y/ fj\J.L\ \J\r\JOjoOO) \JI\T lVLoyZJH leucine 

rich repeat gene femily protein, similar to Amsacta 
[Melanoplus sanguinipes entomopoxvirus] 


2.1 


956 


7160126 


gi|7160126|emb|CAB76312.1| (AL158060) putative 

memhrane nrntein rStrentnmvce*; coelieolor 

IUwHIUImUw 1/1 wlWllli 1 U U vU twill Y VVij WVwUvV'vl «C \~ J J 


0.25 


959 


1203965 


gi|1203965|gb|AAA89173.1| (L42379) bone-derived 
growth factor {Homo sapiens] 


1.4 


960 


585147 


gi|585147|sp|P38094|FLUG_EMENI FLUG PROTEIN 

pir| |A5 3 1 86 fluG protein - Emericella nidulans 
gb|AAC37414.1| (L27817) FluG [Emericella nidulans] 


5.4 


963 


11352695 


gi|11352695|pir||D83270 transcription-repair coupling 
protein Mfd PA3002 [imported] - Pseudomonas 
aeruginosa (strain PAOl) 
gb|AAG06390.1|AE004725_3 (AE004725) 
transcription-repair coupling protein Mfd [Pseudomonas 
aeruginosa] 


! 1.3 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
rsu 


ACCESS 
N 


DESCRIPTION 


P VALUE 


964 


119777 


gi|119777|sp|P16291|FA9_SHEEP COAGULATION 
FACTOR DC (CHRISTMAS FACTOR) pir|(I47078 

coagulation factor Ka (EC 3.4.21.22) - sheep 
(fragment) gbIAAA31520.1| (M26233) fector IX [Ovis 
. aries] 


8.2 


965 


7473507 


gi|7473507|pir||F75587 probable glycosyltransferase - 
Deinococcus radiodurans (strain Rl) 
gb|AAF12451.1|AE001863_76 (AE001863) t 
glycosyltransferase, putative [Deinococcus radiodurans] 


0.24 | 


967 


2494130 


gi|2494130|gb|AAB80639.1| (AC002376) Contains 
similarity to Glycine SRC2 (gb|AB000130). 
[Arabidopsis tfaaliana] 


5.2 


972 


10728660 


gi| 1 07286601gbjAAF52603 .2| (AE003620) CG8683 
gene product [Drosophila melanogaster] 


6E-12 


980 


7500037 


gi|7500037|pir||T34063 chromosome segregation protein 
smcl F28B3.7 [similarity] - Caenorhabditis elegans 
gb|AAK21378.1| (AF003136) contains similarity to 
ATP synthase subunit B [Caenorhabditis elegans] 


0.68 


981 


7298917 


gi|7298917|gb|AAF54122.1| (AE003675) CG10272 
gene product [Drosophila melanogaster] 


5.9 


983 


1170115 


gi|l 1701 15|sp|P46430|GTTl_MANSE 
GLUTATHIONE S-TRANSFERASE 1 (GST CLASS- 
THETA) gb|AAA92880.1| (L32091) glutathione S- 
transferase [Manduca sexta] 


7.1 


985 


10864490 


gi|10864490|gb|AAG24203.1| (AF022981) Hypothetical 
protein W03F9.6 [Caenorhabditis elegans] 


5.3 


987 


105400 


gi|105400|pir])A35648 B-cell adhesion protein CD22 
alpha splice form precursor - human emb|CAA36988.1| 
(X52785) CD22 antigen [Homo sapiens] prfi|1608208A 
B cell antigen DC22 [Homo sapiens] 


6 


989 


14750376 


gi|14750376|ref|XP_012394.3| myosin IXA [Homo 
sapiens] 


3.9 


990 


6324560 


gi]6324560)reflNP_014629.1| Yol013w-ap 
[Saccharomyces cerevisiae] pir||S78736 protein 
YOL013w-a - yeast (Saccharomyces cerevisiae) delta 
remnant 


9.3 


991 


7290503 


gi|7290503|gb|AAF45956.1| (AE003431) CG3527 gene 
product [Drosophila melanogaster] 


7.6 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 








NO 


N 


DESCRIPTION 


P VALUE 


994 


9964623 


gi|9964623|ref]NP_064753.1| RP DNA pol [Roseophage 
SIOl] gb|AAG02598.1|AF189021_17 (AF189021) 
Roseophage SIOl complete genome 


3.5 


996 




gi|2769538|emb|CAA11217.1| (AJ223279) voltage- 
sensitive sooiuin cnannei [r uneiia xyiosicuaj 




998 


9628506 


gi|9628506|reffNPJ)43384.1| regulatory protein E2 
[Human papillomavirus type 29] 
sp|P50772|VE2Jfi>V29 REGULATORY PROTEIN 
E2 gb|AAA79432.1| (U31784) regulatoiy protein E2 
[Human papillomavirus type 29] 


6.2 


909 


6566147 


gi|ODo6147|aDj|J3AA04745.2| (LJziZui) large rorked 
protein [Drosophila melanogaster] 


0.085 


1002 


11346920 


gi|113469201pir|lH81390 probable integral membrane 
protem Q0461c [imported] - Campylobacter jejuni 
(strainNCTC 11168) emb|CAB75099.1| (AL139075) 
putative integral membrane protein [Campylobacter 
jejuni] 


1.5 


1005 


9294038 


gi|9294038|dbj|BAB01995.1| (AB020746) 
gene_jd:MOB24.1~unknown protein [Arabidopsis 
thaliana] 


. 9.8 






gi|4505067|ref]NPj002349.1| MAD2-like 1; mitotic 
arrest deficient, yeast, homolog-like 1 [Homo sapiens] 
sp|Q13257|MD21_HUMAN MITOTIC SPINDLE 
ASSEMBLY CHECKPOINT PROTEIN MAD2A 




1006 


4505067 


(MAD2-LIKE 1) (HSMAD2) pir|]G01942 mitotic 
feedback control protein Madp2 homolog - human 
gb|AAC52060.1| (U31278) mitotic feedback control 
protein Madp2 homolog [Homo sapiens] 
gblAAC50781.1| (U65410) Mad2 [Homo sapiens] 

i Ifl » 4 AO t\ A -i t 1 /A TAAA 1 O /T\ X K A T^l ITT _ ._ * *l 

emb|CAA03943.1| (AJ000186) MAD2 [Homo sapiens] 
gb|AAH00356.1|AAH00356 (BC000356) MAD2 
(mitotic arrest deficient, yeast, homolog)-like 1 (Homo 
sapiens] gb|AAH05945.1|AAH05945 (BC005945) 
MAD2 (mitotic arrest deficient, yeast, homolog)-like 1 
[Homo sapiens] gb|AAK38174.1| (AF202273) MAD2- 
like protein 1 [Homo sapiens] 


0.000005 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1010 


13994140 


gi|13994140|refINPJ)38928.1| antigen p97 (melanoma 
associated) identified by monoclonal antibodies 133.2 
and 96.5 [Mus musculus] dbj|BAA86655.1| 
(AB024336) membrane-bound transferrin-like protein 
p97 [Mus musculus] dbj|BAB41139.1| (AB047799) 
membrane-bound transferrin-like protein [Mus 
musculus] 


4.1 


1011 


11465559 


gi|11465559|ref]NPJ>45049.1| unknown [Cyanidium 
caldarium] gb|AAF12997.1|AF022186_169 
(AF022186) unknown [Cyanidium caldarium] 


1.8 


1012 


13421288 


gi|13421288!gb|AAK22158.1| (AE005691) TonB- 
dependent receptor [Caulobacter crescentus] 


0.65 ' 


1013 


6978481 


gi|6978481|reflNP_036905.1| a-kinase anchoring protein 
[Rattus norvegicus] sp|Q62924|AKll__RAT A KINASE 
ANCHOR PROTEIN 1 1 (PROTEIN KINASE A 
ANCHORING PROTEIN 1 1) (PRKAI 1) (A KINASE 
ANCHOR PROTEIN 220 KDA) (AKAP 220) 
pir|)T42732 A-kinase anchoring protein AKAP 220 - rat 
gblAAB06559.1| (U48288) AKAP 220 [Rattus 
norvegicus] 


3 


1015 


7498137 


gi|7498137|pir||T31694 hypothetical protein D 1065.2 - 
Caenorhabditis elegans 


7.4 


1017 


9944230 


gi|9944230|emb|CAC05416.1| (AJ400866) membrane 
tyrosine phosphatase [Bos indicus] . 


7 


1023 


14520862 


gi|14520862|refiNP_126337.1| hypothetical protein 
[Pyrococcus abyssi] pir||G75106 hypothetical protein 
PAB0444 - Pyrococcus abyssi (strain Orsay) 
emb|CAB49568.1| (AJ248285) hypothetical protein 
[Pyrococcus abyssi] 


9.7 


1025 


11290247 


gi|l 1290247|pir|p82039 conserved hypothetical protein 
VC2740 [imported] - Vibrio cholerae (group 01 strain 
N16961) gblAAF95879.1| (AE004339) conserved 
hypothetical protein [Vibrio cholerae] 


8.2 


1027 


12484269 


gi|12484269|gb|AAG54048.1|AF224607j4(AF224607) 
NADH dehydrogenase subunit 4 [Propithecus verreauxi 
deckeni] 


7 


1028 


14329703 


gi|14329703|emb|CAC40662.I| (AJ292926) anaerobic 
(class m) ribonucleotide reductase large subunit chain 
[Staphylococcus aureus] 


1.7 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1037 


2636683 


gi|2636683|gb|AAC06264.1| (U66333) pol 
[Schistosoma mansoni] 


5.2 


1039 


6016240 


i 

gi|6016240|sp|O02100|HOPl_CAEEL INTEGRAL 
MEMBRANE PROTEIN HOP-1 pir||f 15184 presenilin 
beta homolog - Caenorhabditis elegans pir]|T42237 
presenilin-beta homolog - Caenorhabditis elegans 
gb|AAB52948.1| (AF000265) Hypothetical protein 
C18E3.8 [Caenorhabditis elegans] gb|AAB84394.1| 
(AF021905) presenilin [Caenorhabditis elegans] 


8.5 


1040 


10047173 


gi|lU047173|dbjpA±jl3380.1| (AJB046774) K1AA1554 
protein [Homo sapiens] ' 


8.4 


1043 


14089928 


r.m a Aortnooim .ni-.!/^ a ro^r 11 /at aass^a\ 

gi| 1 4089 92o|emb|LAC 1 3 687. 1 [ (AL445564) 
HEMOLYSIN C [Mycoplasma pulmonis] 


4.8 


1045 


7469269 


gi|7469269|pir||S77245 bioY protein - Synechocystis sp. 
(strain PCC 6803) dbj|BAA17579.1| (D90907) BioY 
protein [Synechocystis sp. PCC 6803] 


5.6 


1046 


1 A1 A /V7QA 


gi|10140780|gb|AAG13610.1|AC078840J 
(ACU7884U) hypothetical protein [Oryza sativa] 


2.2 


1050 


/4yo/Do 


gi|7496756|pir||T19593 hypothetical protein C31A11.3 - 

Caenorhabditis elegans emb|CAB05685.1| (Z83218) 
contains similarity to Pfam domain: PF01838 (Domain 
of unknown function), Score=506.2, E-value=5.4e-154, 
N=2 ILaenorhabditis elegans] 


4.1 


1052 


/DUU42U 


gi|7500420|pir||T32834 hypothetical protein F33H12.1 - 
Caenorhabditis elegans gb|AAB95002.l| (AF040649) 
Hypothetical protein F33H12.1 [Caenorhabditis 
elegans] 


4 


1054 




gi|l4736828|reflXP_03248U| hypothetical protein 
Ar_0324ol [Homo sapiens] 


5.5 | 


1056 


7290674 


gi|7290674|gblAAF46122.1| (AE003436) CG4320gene 
product [Drosophila melanogaster] 


4.7 


1060 


14970757 


ail 1 49707 57lemhlCAC44464 lUAttnsn^ PtvY 

protein [Salmonella typhimurium] 


5.5 


1062 


4115497 


gi|4115497|dbj|BAA36391.1| (AB010426) AL1 like 
protein [Phytoplasma sp.] 


3.4 


1064 


111816 


gi|l 1181 6|pir ||S2 1348 probable pol polyprotein-related 
, protein 4 - rat emb|CAA37647. 1| (X5358 1) ORF4 
[Rattus norvegicus] 


6.4 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1067 


14149940 


gi|14149940|ref]NP_115610.1| hypothetical protein 
FLJ23059 [Homo sapiens] dbj|BAB15536.1| 
(AK026712) unnamed protein product [Homo sapiens] 


8E-34 


1072 


6321761 


gi|6321761|ref]NP_pi 1837.1| YbI026cp 
[Saccharomyces cerevisiae] sp|P38740[YHC6_YEAST 
HYPOTHETICAL 30.7 KD PROTEIN IN RIM1- 
SNF6 INTERGENIC REGION PRECURSOR 
pirj)S48942 hypothetical protein YHL026c - yeast 
(Saccharomyces cerevisiae) gb|AAB65062.1| (U11583) 
YHL026c gene product [Saccharomyces cerevisiae] 


0.26 


1076 


5932366 


gi|5932366|gb|AAD56919. I|AF180145_1 1 (AF180145) 
hypothetical protein; zml2orf5 [Zymomonas mobilis] 


7.2 


1084 


7106864 


gi|7106864|gb|AAF36157.1|AF151071_l(AF151071) 
HSPC237 [Homo sapiens] 


8.3 


1087 


1173846 


gi]l 173846|gb|AAA86616.1| (U39455) envelope 
glycoprotein precursor [Crimean-Congo hemorrhagic 
fever virus] 


6.1 


1092 


87765 


gi|877651pir||JU0033 hypothetical LI protein (third 
intron of gene TS) - human prf)|1510254A LI repetitive 
element ORF [Homo sapiens] 


2 


1096 


9506813 


gi|9506813|ref]NP_062184.1| Inositol polyphosphate-5- 
phosphatase [Rattus norvegicus] gb|AAB40610.1| 
(U55192) inositol polyphosphate 5' phosphatase Ship 
[Rattus norvegicus] 


3.3 


1101 


11496734 


gi|l 1496734|ref|NP_04551 1. 1| B. burgdorferi predicted 
coding region BBH18 [Borrelia burgdorferi] pir||C70237 
hypothetical protein BBH18 - Lyme disease spirochete 
plasmid H/lp28-3 gb|AAC66022.1| (AE000784) B. 
burgdorferi predicted coding region BBH18 [Borrelia 
burgdorferi] 


7 


1102 


9630723 


gi|9630723|reflNP_047269.1| putative virulence 
determinant Vir [Mycoplasma arthritidis bacteriophage 
MAV1] gb|AAC33779.1| (AF074945) putative 
virulence determinant Vir [Mycoplasma arthritidis 
bacteriophage MAV1] 


9.9 
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3638957 


gi|3638957|gb|AAC36301.1| (AC004877) soo-spondin- 
mucin-like; similar to P98167 (PID:gl71 1548); details 
of intron/exon structure uncertain [Homo sapiens] 


3.3 


1110 


14725582 


gi|14725582|ref|XPJ)02477.3| hypothetical protein 
FLJ 10829 [Homo sapiens] 


0.85 


1112 


7298126 


gi|7298126|gb|AAF53364.1| (AE003642) 
BGDS00180.1Q gene product [Drosophila 
melanogaster] 


8.6 


1120 


15011489 


gi|15011489igb|AAK77584.1|AF396436_24 
(AF396436) heme maturase [Tetrahymena thermophila] 


0.077 


1121 


7500306 


gi|7500306tpir||T21638 hypothetical protein F32B4.1 - 
Caenorhabditis elegans emb|CAB04238.1| (Z81522) 
predicted using Genefinder [Caenorhabditis elegans] 


5.6 


1123 


170156 


gi|170156|gb|AAA73078.1| (M73688) [Sorghum bicolor 
endosperm tissue mRNA, complete CDS.], gene product 
prf|| 1808331 A gamma kafirin [Sorghum bicolor] 


0.41 


1125 


348951 


gi|348951|gb|AAC78248.1| (M77194) gag [Rat 
leukemia virus] 


4.2 


1127 


14583262 


gi|14583262|refINPJ27506.1| replicase ORFlab 
polyprotein [Equine arteritis virus] emb|CAA69187.2| 
(Y07862) replicase ORFlb polyprotein [Cloning vector 
pEAV030] emb|CAC42775.2| (X53459) replicase 
ORFlb polyprotein [Equine arteritis virus] 


0.79 


1128 


6322140 


gi|6322140|refjNPJ)12215.1| involved in filamentous 
growth; DfglOp [Saccharomyces cerevisiae] 
sp|P40526|YIE9_YEAST HYPOTHETICAL 30.3 KD 
PROTEIN IN RPL34B-SYG1 INTERGENIC 
REGION pir||S48430 probable membrane protein 
YIL049w - yeast (Saccharomyces cerevisiae) 
emb|CAA86173.1| (Z38060) or£ len: 253, CAI: 0.11 
[Saccharomyces cerevisiae] 


- 

7.6 


1129 


14779404 


gi|14779404|ref|XP _008099.4| integrin alpha L 
precursor [Homo sapiens] 


0.004 
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1136 


13928898 


gi|13928898|ref|NP J 13837.1) killer cell lectin-like 
receptor subfamily G, member 1 [Rattus norvegicus] 
pir||I59421 mast cell function associated antigen - rat 
emb|CAA56208.1| (X79812) mast cell function 
associated antigen [Rattus norvegicus] 
emb|CAA65829.1| (X97191) MAFA protein [Rattus 
norvegicus] 


5 


1138 


11467057 


gi|l 1467057|ref]NP J)42533. 1| NADH dehydrogenase, 
subunit 4 [Acanthamoeba castellanii] 
sp|Q37375|NU4M_ACACA NADH-UBIQUINONE 
OXIDOREDUCTASE CHAIN 4 pir||S53834 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 4 - 
Acanthamoeba castellanii mitochondrion 
gb|AAD11826.1| (Ul 23 86) NADH dehydrogenase, 
subunit 4 [Acanthamoeba castellanii] 


0.63 


1140 


7331848 


gi|7331848|gb|AAF60536.1| (AC024772) contains 
similarity to Pfam family PF00569 (Zinc finger present 
in dystrophin, CBP/p300), score=30.4, E=4.3e-05, N=l 
[Caenorhabditis elegans] 


4.5 


1144 


12725042 


gi|12725042|gb|AAK06095.11AE006429J3 
(AE006429) UNKNOWN PROTEIN [Lactococcus 
lactis subsp. lactis] 


0.82 


1146 


13122173 


gi|13122173|emb|CAC32349.1| (AL583945) putative 
Afunctional protein (histidine kinase and regulator) 
[Streptomyces coelicolor] 


1.3 


1147 


13925661 


gi| 13 925 66 1 |gb|AAK49407. 1 |AF26 1233_1 (AF261233) 
sodium/calcium exchanger protein [Mus musculus] 


5.3 


1149 


6552484 


gi|6552484|gb|AAF16411.1|AF038572J(AF038572) 
jagged2 [Mus musculus] 


0.83 


1154 


13489284 


gi|13489284)gb)AAF16898.2|AF168614_l (AF168614) 
HMG-box transcription factor Soxl7 [Danio rerio] 


9.8 


1155 


1170115 


gi|l 1701 15|sp|P46430|Gm_MANSE 
GLUTArHlOiNb b-lKANarJERASfi 1 (OM LLAdo- 
THETA) gb|AAA92880.1| (L32091) glutathione S- 
transferase [Manduca sexta] 


7.8 


1159 


13377412 


gi|13377412|gb|AAK20674.1|AF316639_9(AF316639) 
Wzy [Streptococcus pneumoniae] gb|AAK74527.1| 
(AE007347) hypothetical protein [Streptococcus 
pneumoniae] 


4.1 
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1163 


7298868 


gi|7298868|gb|AAF54075.1| (AE003673) CG1105 gene 
product [Drosophila melanogaster] 


5.5 


1164 


10178202 


gi|10178202|dbj|BAB11626.1|(AB016875) 
genejd:K9D7.13~unknown protein [Arabidopsis 
thaliana] 


9.3 


1166 


7494379 


gi|7494379|pir||C71610 probable membrane associated 
protein PFB0615c - malaria parasite (Plasmodium 
falciparum) gb|AAC71912.1| (AE001406) predicted 
membrane associated protein [Plasmodium falciparum] 


6.5 


1170 


12408633 


gi|12408633|ref|NP_074924.1| cytochrome c oxidase 
subunit 1 [Podospora anserina] 
sp|P20681|COXl_PODAN CYTOCHROME C 
OXIDASE POLYPEPTIDE I pir||A48327 cytochrome-c 
oxidase (EC 1.9.3.1) chain I - Podospora anserina 
mitochondrion emb|CAA38777.1| (X55026) cytochrome 
oxidase c [Podospora anserina] 


3.1 


1173 


2144233 


gi|2144233|pir||JC5010 nucleotide-binding protein F - 
Methanosarcina mazei emb|CAA62802.1| (X91502) 
ABC transporter [Methanosarcina mazei] 


6.9 


1174 


10581460 


gi|10581460|gb|AAG20195.1| (AE005096) Vng2034h 
[Halobacterium sp. NRC-1] 


0.15 


1176 


13652647 


gi|13652647|ref|XP_007000.3| solute carrier family 6 
(neurotransmitter transporter, betaine/GABA), member 

12 [Homo sapiens] ref|XP_029976.1| solute carrier 
family 6 (neurotransmitter transporter, betaine/GABA), 
member 12 [Homo sapiens] ' 


9 


1181 


\ 


gil9631326lrefJNP_048159.il ORF MSV088 
hypothetical protein [Melanoplus sanguinipes 
entomopoxvirus] pir||T28249 ORF MSV088 v 
hypothetical protein - Melanoplus sanguinipes 
entomopoxvirus gb|AAC97639.1| (AF063866) ORF 
MSV088 hypothetical protein [Melanoplus sanguinipes 
eniomopoxvirusj 




1184 


13897920 


gi|13897920|gb|AAK48502. 1|AF260966J (AF260966) 
IL-8 receptor [Oncorhynchus mykiss] 


2.6 


1185 


12860694 


gi|12860694|dbj|BAB32022.1| (AK020187) putative 
[Mus musculus] 


0.86 


1187 


6671484 


gi|6671484|gb|AAC49301.2| (U32444) phytochrome F 
[Lycopersicon esculentum] 


3.4 
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1191 


11358531 


gi| 1 135853 l|pir|lT5 1640 myb-related transcription 
factor MYB19 [imported] - Arabidopsis ihaliana 
(fragment) gb|AAC83590.1| (AF062868) putative 
transcription factor [Arabidopsis thaliana] 


0.95 


1192 


88462 


gi|88462|pir||A27307 proline-rich phosphoprotein (gene 
PRH1, Db allele) - human 


7.9 


1193 


7484909 


gi|7484909|pir||T06608 disease resistance protein 
homolog F16J13.80 - Arabidopsis thaliana 
emb|CAB40942.1| (AL049638) putative disease 
resistance protein (TMV N-Iike) [Arabidopsis thaliana] 
emb)CAB78244.1) (AL161533) putative disease 
resistance protein (TMV N-like) [Arabidopsis thahana] 


3.4 


1195 


7492269 


gi|7492269|pirj|T39663 paired amphipathic helix, 
probable transcription regulator protein - fission yeast 

(Schizosaccharomyces pombe) emb|CAA21310.1| 
(AL03 1 856) putative transcriptional rgulatory protein 
[Schizosaccharomyces pombe] 


4.1 


1197 


134437 


gi|134437|sp|P13823|SERAJ>LAFG SERINE- 
REPEAT ANTIGEN PROTEIN PRECURSOR (P126) 
(111 KDA ANTIGEN) pir||A54505 serine-repeat 
antigen precursor - malaria parasite (Plasmodium 
falciparum) (strain FCR3) gblAAA29763.1| (J03993) 

serine repeat protein [Plasmodium falciparum] 
gb]AAA16791 . 1| (J04000) serine-repeat antigen protein 
[Plasmodium falciparum] gblAAA74911.1| (U08113) 
serine repeat antigen [Plasmodium falciparum] 


4.6 


1202 


12841678 


gi|12841678|dbj|BAB25308.1| (AK007856) putative 
[Mus musculus] 


2E-31 


1011 
1Z1 1 


586120 


gi|586120|spjQ07283|TRHY_HUMAN 
TRICHOHYALIN pir||A45973 trichohyalin - human 
gb|AAA65582.1| (L09 190) trichohyalin [Homo sapiens] 


9.8 . 


1214 


3122611 


gi|312261 l]sp|Ol8417|A70A_DROSE ACCESSORY 
GLAND-SPECIFIC PEPTIDE 70A PRECURSOR 
(PARAGONIAL PEPTIDE B) emb|CAA67791.1| 
(X99414) sex-peptide [Drosophila sechellia] 


6.1 


1215 


2190464 


gi|2190464|emb|CAB09537.1| (Z96107) Uncx4.1 [Mus 
musculus] 


7.6 
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1216 


153930 


gi|153930|gb|AAA27047.1| (M23007) NADPH-sulfite 
reductase bemoprotein component [Sahnpnella 
i typhimurium] 


L3 


1917 


5091519 


^KAnKiniJL'in a A none a 1 1 i A xsi\nn Aon\ tt -ii. r.+l _ „ i 

gip091519Iabj|BAA78754.1| (AB023482) Hypothetical 
protein [Oryza sativa] 


0.95 


1219 


9759203 


gi|9759203|dbj|BAB09740.1| (AB015476) heat shock 
transcription factor HSF30-like protein [Arabidopsis 
thaliana] 


9.2 


1224 


1732073 


gi|1732073|gb|AAC50901.1] (U75308) TBP-associated 
factor [Homo sapiens] 


0.13 


xtJLo 


7505421 


gi|7505421|pir||T23399 hypothetical protein K07C10.1 - 
Caenorhabditis elegans emb|CAA87375.1| (Z47074) 
similarity to transmembranous domains of the 
drosophila protein patched (Swiss Prot accession 
number P 1 8502) [Caenorhabditis elegans] 


3.4 


1228 


140791 


gi|140791|sp|P17369|YHR3^VACCV 
HYPOTHETICAL HOST RANGE 27.4 KDA 
PROTEIN pir||WZVZA3 27.4K HindHI-C protein - 
vaccinia virus (strain WR) gb|AAA69594.1| (M22812) 
unknown protein [Vaccinia virus] 


4.6 j 




6831569 


gi|6831569|sp|O84098|IF2_CHLra TRANSLATION 
INITIATION FACTOR EF-2 pir||H71558 probable 
translation initiation factor IF-2 - Chlamydia 
trachomatis (serotype D, strain UW3/Cx) 
gb|AAC67687.1| (AE001283) Initiation Factor-2 
[Chlamydia trachomatis] 


7.8 


1243 




gi|12725042|gb|AAK06095.1|AE006429_13 
(AE006429) UNKNOWN PROTEIN [Lactococcus 
lactis subsp. lactis] 


0.91 


1246 


l 0178036 


gi|10178036|dbj|BAB11519.1|(AB005245) 
pectinesterase [Arabidopsis thaliana] 


0.28 • 


1249 


7494298 


gi|74942981pir||A71613 hypothetical protein PFB0530c ■ 
malaria parasite (Plasmodium falciparum) 
gt>|AAU/4oyD.i| (Aiiuui4uuj nypotneticai protein 
[Plasmodium falciparum] 


2.6 


1253 


14721018 


gi|14721018|ref]XPJ)51562.1| similar to agrin (H 
sapiens) [Homo sapiens] 


3.5 


1255 


6175163 


gi|6175 163|gb)AAF04889. 1|AC01 1437^4 (AC01 1437) 
unknown protein [Arabidopsis thaliana] 


8.7 
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N 
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1264 


12320927 


gi|12320927|gb|AAG50592.1|AC083891_6 , 
(AC083891) ABC transporter, putative [Arabidopsis 
tbaliana] 


9.5 


1265 


13375919 


gi| 1 33759 1 9|ref|NP_078940. 1 1 hypothetical protein 
FLJ11838 [Homo sapiens) dbj|BAB13931.1| 
(AK021900) unnamed protein product [Homo sapiens] 


4,2 


1274 


9369395 


gi|93693951gb(AAF87143.1|AC002423J(AC002423) 
T23E23.16 [Arabidopsis thaliana] 


7.2 


1275 


7435789 


gi|74357891pir||T06276 benzothiadiazole-induced 
protein (clone WCI-4) - wheat gb|AAC49287. 1| 
(U32430) thiol protease [Triticum aestivum] 


5.4 


1280 


7497192 


gi|7497192|pir||T19833 hypothetical protein C38D9.3 - 
Caenorhabditis elegans emb|CAB03949.1| (Z81481) 
C38D9.3 [Caenorhabditis elegans] 


0.15 


1284 


14739967 


gi|14739967|ref|XP__035107.1| v-raf murine sarcoma 
viral oncogene homolog Bl [Homo sapiens] 


1.9 


1289 


7463772 


gi|7463772|pir||F70103 signal peptidase I (lepB-1) 
homolog - Lyme disease spirochete gb|AAC66422.1| 
(AE001I17) signal peptidase I (IepB-1) [Borrelia 
burgdorferi] 


0.22 


1292 


4580388 


gi|4580388|gb|AAD24366.1iAC007171_2(AC007171) 
hypothetical protein [Arabidopsis thaliana] 


5.5 


1293 


10437002 


gi| 1 043 7002|dbj|BAB 14954. 1 1 (AK024666) unnamed 
protein product [Homo sapiens] 


0.000000002 


1296 


4493974 


gi|4493974|emb|CAB39033.1| (AL034559) hypothetical 
protein, PFC0930c [Plasmodium falciparum] 


3.2 


1301 


482030 


gi|482030|pir)|S40544 hypothetical protein - Escherichia 
coli dbj|BAA01299.1) (D10483) IS1 hypothetical 
protein E-96(PIR:A04462) [Escherichia coli] 


8.3 


1306 


4836719 


gi|48367191gb|AAD30537.11AF133256_2(AF133256) 
envelope protein precursor [Friend mink cell focus- 
forming virus] 


8.6 


1307 


12843929 


gi| 12843 929|dbj |B AB26 1 68 . 1 1 (AK009250) putative 
[Mus musculus] 


2ll 


1308 


10175999 


gi|10175999|dbj|BAB07095.1| (AP001518) 
lipopolysaccharide biosynthesis [Bacillus halodurans] 


2.8 



482 



BNSDOCID: <WO 0214500A2J_> 



WO 02/14500 



PCT/US01/25840 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
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1310 


14767733 


gi|14767733|refpOM)30859.1| similar to TGF(beta)- 
induced transcription factor 2 (H. sapiens) [Homo 
sapiens] 


1.5 




1351721 


gi|1351721|sp|Q10105[YAQ5_SCHPO PUTATIVE 
TRANSLATIONAL ACTIVATOR C18G6.05C 
(GCN1 HOMOLOG) pir|[T37919 GCN1 homolog - 
fission yeast (Schizosaccharomyces pombe) 
emb|CAA92385.1| (Z68198) GCN1 homologue 
[Schizosaccharomyces pombe] . 


0.48 


1312 


13376747 


gi|13376747|ref|NP_079428.1| hypothetical protein 
FLJ12660 [Homo sapiens] ref|XPJ)17923.1| 
hypothetical protein FLJ 12660 [Homo sapiens] 
dbj|BAB 14203. 1| (AK022722) unnamed protein product 
[Homo sapiens] 


♦ 

0.000000003 


I 1315 


9453886 


gi|9453886|dbj|BAB03287.1| (AB045975) pro-alpha 1 
type V/XI collagen [Pagrus major] 


0.021 


1320 


11034630 


gi| 1 1034630|dbj|BAB 1 7154. 1 1 (AP002868) hypothetical 
protein [Oryza sativa] dbj|BAB55491.1| (AP002541) 
hypothetical protein [Oryza sativa] 


0.49 


1322 


V 

14727261 


gi|1472726J|reflXP_027313.1| hypothetical protein 
FLJ22351 [Homo sapiens] ref|XP_027314.1| 
hypothetical protein FLJ22351 [Homo sapiens] 


p.077 


1327 


2789430 


gi|2789430|dbj|BAA24380.1| (D30612) repressor 
protein [Homo sapiens] 


0.97 


1328 


7497494 


gi|7497494[pir||T19963 hypothetical protein C46C2.4 - 
Caenorhabditis elegans emb|CAA92590.1| (Z68296) 
contains similarity to Pfam domain: PF00561 
(alphafoeta hydrolase fold), Score=30.8, E-value=le-05, 
N=l [Caenorhabditis elegans] 


0.2 


1329 


13129018 


gi|13129018|ref[NPJ)76956.1| hypothetical protein 
MGC3077 [Homo sapiens] ref|XP_030116.1| 
hypothetical protein MGC3077 [Homo sapiens] 
gb|AAC23790.1| (AC005154) similar to protein 
U28928 (PID:g861306) [Homo sapiens] 
gb|AAH00625.1|AAH00625 (BC000625) Unknown 
(protein for MGC:3077) [Homo sapiens] 


2E-89 


1330 


14647539 


gi|14647539|gb|AAK71916. 1|AF332040_1 (AF332040) 
growth hormone receptor [Jaculus jaculus] 


4.8 
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1331 


1584488 


gi|1584488|prf||2123261AB chemosensory receptor 
[Caenorhabdhis elegans] 


0.68 


1333 


2326324 


dl2326324lemhir AB 1 0936 1 1 (Z9R26A\ rvtrvhmme c 
oxidase subunit IE [Anabaena sp.] 


4.1 


1334 


7434912 


gi|7434912|pir)lH71934 phosphatidylglycerophosphate 
synthase - Helicobacter pylori (strain J99) 
gb!AAD05990.1| (AE001475) 

SYNTHASE [Helicobacter pylori J99] 


5.9 


1337 


1335199 


gi|1335199|emblCAA26919.1| (X03145) pot. ORF V 
[Homo sapiens] 


5.2 


1340 


7440285 


gi|7440285|pir||T07994 ribosomal protein S9 - 
Chlamydomonas reinhardtii chloroplast 
emb|CAA74006.1| (Y13655) 30S ribosomal protein S9 
[Chlamydomonas reinhardtii] 


3 


1341 


8923088 


gi|8923088|ref|NP_060127.1| hypothetical protein 
FLJ20080 [Homo sapiens] reflXP_046636.ll 
hypothetical protein rlJzUUou [Homo sapiens] 
dbj]BAA90936,l| (AK000G87) unnamed protein product 
[Homo sapiens] 


0.000000008 


1345 


6Q^R7fi£ 


gljoy j ozUo jgOj AAr o Z4y 3 . 1 | Ar UV 3 I j Z_i (Ar U*/ 3 i ) 

kexin-like protease KEX1 [Pneumocystis carinii f. sp. 
munsj 


A.J 


1346 


74QA77A 


gi!7496774|pir||T32166 hypothetical protein C31B8.8 - 
v>acnornaDuius eicgans 


o 


1350 


9366789 


gijyjoo/oyjemoj^ADy«?jji.ij \j\juojy t o^.) nypoineucai 
protein, CHR1.3 13. [Trypanosoma brucei] 


2.4 


1352 


10175488 


gljlUl / j4oo]QDJ|D/VDUOjoO. I| ^/VrlJUlJlOJ CouOu 

antiporter (Na+/Ca2+) [Bacillus halodurans] 


0.72 _ 


1354 




gi|1119230|dbj|BAA06595.1| (D31786) secretion 
piovcin i ^i\cyxuiubipiiv>ii koiiuui cnuubyniuiuiiij 


8 5 

V.J 


1355 


2897812 


gil28978121dbj|BAA24894.11 (AB010996) G2-G1 
polyprotein precursor [tomato spotted wilt virus] 


8.9 


1357 


13111586 


eill31I1586leb!AAK12388 1IAF296094 1 fAF296094) 
polyprotein [Porcine teschovirus] 


9.2 


1359 


13881823 


gi|13881823|gblAAK46426.1| (AE007064) hypothetical 
protein [Mycobacterium tuberculosis CDC1551] 


1.3 


1368 


1362185 


gi|1362185|pir||S56686 histone H2B123 - wheat 
dbj|BAA07158.1| (D37944) protein H2B123 [Triticum 
aestivum] 


9.7 \ 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1369 


13812308 


gi|13812308|reflNP_113426.1| hypothetical protein 
[Guillardiatheta] emb|CAC26995.1| (AJ010592) 
hypothetical protein [Guillardiatheta] 


4.7 


1370 


13541057 


gi|13541057|ref|NP_l 10745. 1| Permease (major 
facilitator superfamily) [Thermoplasma volcanium] 
dbj|BAB59369.1| (AP000991) unknown product 
[Thermoplasma volcanium] 


7.6 


1371 


9964353 


gi|9964353|reflNP_064821.1| AMV039 [Amsacta 
moorei entomopoxvirus] gb|AAG02745.1|AF250284 39 
(AF250284) AMV039 [Amsacta moorei 
entomopoxvirus] 


5.3 


1373 


902377 


gi|902377|gb|AAA82981.1| (U18059) polyprotein 
[pestivirus type 1] 


0.41 


1374 


8953748 


gi|8953748|dbjIBAA98067. 1| (AP000368) 
gene_id:F6B6.1~pir||C71410~similar to unknown 
protein [Arabidopsis thahana] 


0.27 


1375 


11291752 


gi|l 1291752[pir||T47971 seven in absentia-like protein - 
Arabidopsis thaliana emb|CAB71 109.1) (AL132959) 
seven in absentia-like protein [Arabidopsis thaliana] 


10 


1379 


10177211 


gi|1017721 l|dbj|BAB10286.1| (AB026650) protein 
kinase [Arabidopsis thaliana] 


5 


1384 


7332073 


gi|7332073|gb[AAF60760.1| (AC024810) Hypothetical 
protein Y54E10A.1 [Caenorhabditis elegans] 


5.7 


1388 


11358814 


gi|l 13588141pir||T46130 RNA polymerase III subunit- 
like protein - Arabidopsis thaliana emb|CAB62010.1| 
(AL132967) RNA polymerase III subunit-like protein 
[Arabidopsis thahana] 


2.2 


1389 


4506569 


, gi|4506569|refINP_002932. 1| roundabout (axon 
guidance receptor, Drosophila) homolog 1 |Homo 
sapiens] gb|AAC39575.1| (AF040990) roundabout 1 
[Homo sapiens] 


4E-17 


1393 


11761072 


gi|11761072|dbj|BAB19062.1| (AP002744) hypothetical 
protein [Oryza sativa] 


1.9 


1398 


461649 


gi|461649|sp|Q05004|BB61_RABIT BRUSH BORDER 
61.9 KD PROTEIN PRECURSOR pir||B45665 adult- 
specific 61 .9K brush border protein precursor - rabbit 
emb|CAA78302.1| (Z12840) protein of unknown 
function [Oryctolagus cuniculus] 


8E-52 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1402 


478809 


gi|478809|pir||S29851 protein kinase 6 (EC 2.7.1.-) - 
soybean gb|AAA34002.1| (M67449) protein kinase 
[Glycine max] prf)| 1908223 A protein kinase [Glycine 
max] 


9.3 


1406 


1517936 


gi|15 17936|gb|AAB07000. 1| (U52347) tachykurin-like ' 
receptor [Stomoxys calcitrans] 


1.1 


1407 


9977929 


gi|9977929|sp|Q05013|LIPA_NEIMB CAPSULE 
POLYSACCHARIDE MODIFICATION PROTEIN 
LIPA pir||D81240 capsule polysaccharide modification 
protein LipA NMB0082 [imported] - Neisseria 
meningitidis (group B strain MD58) gb|AAF40546.1| 
(AE002367) capsule polysaccharide modification 
protein LipA [Neisseria meningitidis MC58] 


9.3 


1412 


14773348 


gi|14773348|ref|XP_038450.1| 20849 [Homo sapiens] 


1E-48 


1413 


13537363 


gi|13537363|dbj|BAB40663.1| (AB051851) death 
receptor 3 [Homo sapiens] 


3.9 


1419 


7477083 


gi|7477083|pir||A70577 hypothetical protein Rv2133c - 
Mycobacterium tuberculosis ( strain H37RV) 

vyuttviwi mill luwwi vuiuijiij n \±i i » tj^ # a^. ▼ ^ 

emb|CAB08660.1| (Z95388) hypothetical protein 
Rv2133c [Mycobacterium tuberculosis] 
gb|AAK46475.1| (AE007067) conserved hypothetical 
protein [Mycobacterium tuberculosis CDC 1551] 


1.9 


1422 


7499021 


gi|7499021|pir||T20846 hypothetical protein. F13E9.9 - 
Caenorhabditis elegans emb|CAA9341Ll| (Z69383) 
F13E9.9 [Caenorhabditis elegans] 


4.1 


1424 


14723696 


gi|14723696|ref|XPJ)35744.1| hypothetical protein 
XP_035744 [Homo sapiens] 


1.5 


1425 


9961349 


gi|9961349|ref|NPJ)05500.2| Dmx-like 1 [Homo 
sapiens] 


0.94 


1426 


478302 


gi|4783021pir||JN0835 carbonate dehydratase (EC 
4.2.1.1) I - chimpanzee 


1.6 


1427 


6649942 


gi|6649942|gb|AAF21641.1)AF032379_l (AF032379) 
gonadotrophin releasing hormone receptor; GnRH-R 
[Trichosurus vulpecula] 


9.6 


1432 


6636500 


>. 

gi|6636500|gb|AAF20201 . 1|AF205791_1 (AF20579 1) 
squalene synthase [Botryococcus braunii] 


1.8 


1434 


7504070 


gi|7504070|pir||T22586 hypothetical protein F53F4.14 - 
Caenorhabditis elegans 


0.05 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins} 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1437 


102177 


gi| 1 02 177|pir||S 13141 hypothetical protein (ribosomal 
RNA repeat region) - Giardia lamblia 


1.2 


1439 


13357869 


gi|13357869|ref[NP_078143. 1| unique hypothetical 
[Ureaplasma urealyticum] pir||D82907 hypothetical 
protein UU309 [imported] - Ureaplasma urealyticum 
gb|AAF30718.1|AE002128_6 (AE002128) unique 
hypothetical [Ureaplasma urealyticum] 


5.4 


1451 


7468435 


gi|7468435|pir||B72015 metalloproteinase, insulinase 
family CP0903 [imported] - Chlamydopbila pneumoniae 
(strains CWL029 and AR39) gb|AAD19093.1| 
(AE001675) Insulinase family/Protease HI 
[Chlamydophila pneumoniae CWL029] 
gb|AAF38689.1| (AE002249) metalloprotease, 
insulinase family [Chlamydophila pneumoniae AR39] 
dbj|BAA99165.1| (AP002548) insulinase 
family/protease III [Chlamydophila pneumoniae J138] 


• 

7.1 


1452 


9857712 


gi|9857712|gb|AAG00902.1|AF176776_l(AF176776) 
xyloglucan endotransglycosylase LeXET2 
[Lycopersicon esculentum] 


1.9 


1453 


4493974 


gi|4493974|emb|CAB39033.1| (AL034559) hypothetical 
protein, PFC0930c (Plasmodium falciparum] 


3.4 


1454 


4493900 


gi|4493900|emb|CAB39009.1| (AIJD34558) predicted 
using hexExon; MAL3P2.22 (PFC0265c), Hypothetical 
protein, len: 637 aa [Plasmodium falciparum] 


6.1 


1456 


7503603 


gi|75 03603 |pir|[T 1 6375 hypothetical protein F46G11.1 - 
Caenorhabditis elegans gb|AAA81397.1| (U40412) 
Hypothetical protein F46G1 1 . 1 [Caenorhabditis 
elegans] 


2.1 


1462 


9437954 


gi|9437954]gb|AAF87502.1jAF250474_l(AF250474) 
nucleoprotein [Influenza A virus (A/Duck/Hong j 
Kong/P54/97(HllN9))] 


6.7 


1464 


2129239 


gi|2129239|pir||G64488 reverse gyrase (intein- 
containing) - Methanococcus jannaschii 
gb|AAB9953 1. 1| (U67592) reverse gyrase, intein 
containing (rgy) [Methanococcus jannaschii] • 


9.2 


1466 


12232439 


gi|12232439|refINP_073602.1| hypothetical protein 
FLJ11937 [Homo sapiens] dbj|BAB15124.1| 
AK025392) unnamed protein product [Homo sapiens] 


6.4 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1468 


7243247 


gi|7243247|dbj|BAA92671.1| (AB037854) KIAA1433 
protein [Homo sapiens] 


2E-87 


1472 


12382242 


gi| 12382242|gb]AAG53080. 1|AF263824_1 (AF263824) 
5'A2rel-related protein [Leishmania donovani] 


8.7 


1473 


13812383 


gi|13812383|refiNP_113501.1| seryl-tRNA synlhetase 
(serin-tRNA ligase) [Guillardia theta] 
emb|CAC27070.1| (AJ010592) seryl-tRNA synthetase 
(serin-tRNA ligase) [Guillardia theta] 


6.5 


1476 


6014998 


gi|6014998|sp|O80164|DPA5_BPR69 DNA 
POLYMERASE PROCESSIVITY COMPONENT 
(DNA POLYMERASE ACCESSORY PROTEIN 45) 
(GP45) pdb|lB77|A Chain A, Building A Replisome 
Structure From Interacting Pieces: A Sliding Clamp 
Complexed With An Interaction Peptide From Dna 
Polymerase pdb|lB77|B Chain B, Building A Replisome 
Structure From Interacting Pieces: A Sliding Clamp 
Complexed With An Interaction Peptide From Dna 
Polymerase pdb|lB77|C Chain G, Building A Replisome 
Structure From Interacting Pieces: A Sliding Clamp 
Complexed With An Interaction Peptide From Dna 
Polymerase pdb|lB8H|A Chain A, Sliding Clamp, Dna 
Polymerase pdb|lB8H|B Chain B, Sliding Clamp, Dna 
Polymerase pdb|lB8H|C Chain C, Sliding Clamp, Dna 
Polymerase gb|AAC39310.1| (AF039565) DNA 
polymerase processivhy component [Bacteriophage 
RB69] 


6.9 


1479 


7706747 


gi|7706747|ref|NP_057263. 1| transient receptor potential 
4 [Homo sapiens] sp|Q9UBN41TRP4_HUMAN 
SHORT TRANSIENT RECEPTOR POTENTIAL 
CHANNEL 4 (TRPC4) (TRP-RELATED PROTEIN 4) 
(HTRP-4) (HTRP4) gb|AAD51736.1|AF175406_l 
(AF175406) transient receptor potential 4 [Homo 
sapiens] gb|AAF22927.1|AF063822_l (AF063822) bp- 
related protein 4 [Homo sapiens] 


1.7 


1480 


9757550 


gi|9757550|dbj|BAB08163.1| (AB030831) SrtT 
[Streptococcus pyogenes] 


0.47 


1483 


13516917 


gi|13516917|dbjlBAB40338.1| (AB044076) hybrid 
sensor [Myxococcus xanthus] 


5 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1487 


5790208 


gi|5790208|dbj|BAA83536.1| (AB031285) NADH 
dehydrogenase subunit 2 [Taenia saginata] 


2.7 


1489 | 


14754352 


gi|14754352|ref]XP_032294.1| hypothetical protein 
FLJ10775 (Homo sapiens] 


0.0008 


1490 


3552028 


gi|3552028|gb|MC64946.1| (AF087130) siderophore 
regulation protein [Neuf ospora crassa] 


7.2 


1493 


3913936 


gi|3913936|sp|Q43652JIP27_SOLTUPROTEINASE 
INHIBITOR TYPE II CM7 PRECURSOR pir||S43 105 
proteinase inhibitor II - potato emb|CAA55082.1| 
(X78275) proteinase inhibitor II [Solanum tuberosum] 


9.9 


1494 


6573777 


gi|6573777|gb|AAF17697.1|AC009243_24(AC009243) 
F28K1 9. 17 [Arabidopsis thaliana] 


2.2 


1496 


13622425 


gi|13622425|gb|AAK34 148.1| (AE006569) maltodextrin 
transport system permease [Streptococcus pyogenes Ml 
GAS] 


3.7 


1498 


9910266 


gi|9910266|reflNP_064627.1| kinesm-like protein 2 
[Homo sapiens] dbj|BAB03309.1| (AB035898) kinesin- 
like protein 2 [Homo sapiens] 


5E-19 


1503 


7294128 


gi|7294128|gb|AAF49482.1| (AE003527) CG4925 gene 
product [Drosophila melanogaster] 


3.6 


1506 


14089610 


gi|14089610|emb|CAC13370.1| (AL445563) unknown; 
predicted coding region [Mycoplasma pulmonis] 


1.5 


1507 


2565196 


gi|2565196|gb|AAB8 1938.11 (AFO0O381) non-functional 
folate binding protein [Homo sapiens] 


0.0000004 


1509 


14753935 


gi|14753935|ref|XP_040892.1| hypothetical protein 
XP_040892 [Homo sapiens] 


3.3 


1510 


12545425 


gi|12545425]ref|NP_074975.1| hypothetical protein 
[Astasia longa] sp]P34776|YCY2_ASTLO 
HYPOTHETICAL 34.5 KDA PROTEIN IN RPS12- 
TRNP INTERGENIC REGION (ORF288) 
emb|CAC24586.1| (AJ294725) hypothetical protein 
[Astasia longa] 


- 

7 


1511 


420215 


gi|420215|pir|!B45878 hypothetical protein 2 - mouse 


7.1 


1512 


7512874 


gi|7512874|pir||T08792 hypothetical protein 
DKFZp586E1422.1 - human (fragment) 
emb|CAB43306.1| (AL050170) hypothetical protein 
[Homo sapiens] 


5.5 


1514 


221758 


gi|221758|dbj|BAA01683.1| (D10879) UL37 [human 
herpesvirus 1] 


0.18 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


PVALUE j 


1517 


11466232 


gi|11466232|refINPJ62855.1| ORF9, contains 8 trans 
membrane regions, putative [Physarum polycephalum] 
dbj|BAB08089.1| (AB027295) ORF9, contains 8 trans 
membrane regions, putative [Physarum polycephalum] 


0.43 


1518 


182710 


gi|182710|gb|AAA52467.1| (M13918) fibronectin 
receptor alpha-subunit precursor [Homo sapiens] 


1.3 


1519 


1142976 


gi|1142976|gb|AAC52392.1| (U28769) odorant receptor 
[Mus musculus] prf||2207403C odorant receptor [Mus 
musculus] i 


5.6 


1520 


6912446 


gi|6912446|refINP_036417.1| potassium voltage-gated 
channel, subfamily H (eag-related), member 4; ether-a- 
go-go K(+) channel family member [Homo sapiens] 
dbj|BAA83592.1| (AB022698) BEC2 [Homo sapiens] 


8.4 


1522 


14601483 


gi|14601483|ref|NPJ48021.1| hypothetical protein 
[Aeropyrum pernix] pir||G72637 hypothetical protein 
APE 15 58 - Aeropyrum pernix (strain Kl) 
dbj|BAA80557.1| (AP000061) 279aa long hypothetical 
protein [Aeropyrum pernix] 


5.7 


1526 


12515306 


gi|12515306|gbIAAG56369.1|AE005365J(AE005365) 
orf, hypothetical protein [Escherichia coli 0157:H7 
EDL933] dbj|BAB35435.1| (AP002557) hypothetical 
protein [Escherichia coli 0157:H7] 


7.4 


1530 


2765672 


gi|2765672|emb|CAB06819.1| (Z86115) ArbX 
[Lactobacillus delbrueckii] 


7.9 


1532 


13472514 


gi|13472514)ref[NP_104081.1| unknown protein 
[Mesorhizobium loti] dbj|BAB49867.1| (AP003000) 
unknown protein [Mesorhizobium loti] 


7.9 


1533 


3309522 


gii3309522|gblAAC26098.1| (U18292) unknown 
[Borrelia burgdorferi] 


2.1 


1535 


14520328 


gi|14520328|refINP_125803.I| activator 1, replication 
factor C, small subunit [Pyrococcus abyssi] pir||C75198 
activator 1, replication factor c, small chain PAB0068 - 
Pyrococcus abyssi (strain Orsay) emb)CAB49034.1| 
(AJ248283) activator 1, replication fector C, small 
subunit [Pyrococcus abyssi] 


0.41 


1536 


7229605 


gi|7229605|gb|AAF42902.1| (AF229961)NADH 
dehydrogenase subunit 1 [Taygetis andromede] 


6.7 



490 



BNSDOCID: <WO 0214500A2J_> 



WO 02/14500 PCT/US01/25840 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

"NT 
IN 


JJJiaUKJUr 1 1UN 


X\ \T A T TTT7 

r VALUE 


1537 


HCQ T)£l 


gi|6681261|ref|NP_031926.1| ect2 oncogene [Mus 
musculus] sp|Q07 139|ECT2_MOUSE ECT2 PROTEIN 
(ECT2 ONCOGENE) pir||S32372 transforming protein 
(ect2) - mouse gb|AAA37536.1| (L11316) ect2 [Mus 
musculus] prfl|191 1407A oncogene ect2 [Mus 
musculus] 


6E-10 


1538 


1 lOO 1 O A O 

12381848 


gi|12381848|emb|CAC24715.1| (AJ297319) glucose-6- 
phosphate dehydrogenase-6-phosphogluconolactonase 
[Plasmodium berghei] 


7 




7688657 


gi|7688657|gb|AAF67469.1|AF146760_l (AF146760) 
septin 2-like cell division control protein [Homo sapiens] 


9.7 


■ 1 


13021853 


gi|13021853|gb|AAK11564.1|AF318500_l (AF318500) 
ent-kaurenoic acid hydroxylase [Arabidopsis thaliana] 


0.091 


LDhj 


6900006 


gi|6900006|emb|CAB7 1294.1| (AJ251917) chonon 
protein si 8 [Ceratitis capitata] 


2.1 


1 jhJ 


1076445 


gi| 1 076445 |pir| | S5 3 0 04 mitosis-specific cychn CYC2 - 
rape gb|AAA5 1660.1) (L25406) cyclin [Brassica napus] 


4.3 


1548 


ma r\~) *y*7 a 

7293274 


gi|7293274|gblAAF48655.ll (AE003503) CG9644 gene 
product [Drosophila melanogaster] 


0.46 


1549 


11358961 


gi|11358961|pir||T51243 Sell protein [imported] - rice 
(fragment) gb|AAC98091.1| (AF067401) Sell protein 
[Oryza sativa] 


3.9 


1550 


8978966 


gi|8978966|dbj|BAA98801.1| (AP002547) phenylalanyl 
tRNA synthetase beta [Chlamydophila pneumoniae 
J138] 


4.1 




14010341 


gi|14010341|gb|AAK51958.1|AF362013_l(AF362013) 
ATP synthase F0 subumt 6 [Hauchondna sp. RFW- 
2001] 


8.2 


1553 


8923094 


gi|8923094|ret]NP_060130.1| hypothetical protem 
FLJ20085 [Homo sapiens] ref|XP_009383.2| , 
hypothetical protein FLJ20085 [Homo sapiens] 
dbj|BAA90939. 1| (AK000092) unnamed protein product 
[Homo sapiens] 


1.6 


1557 


14724725 


. gi|14724725|reflXP_037600.1| hypothetical protein 
XP_037600 [Homo sapiens] 


4.2 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1561 


14758684 


gi|14758684|reflXP_007211.4| retinoblastoma 1 

(including osteosarcoma) [Homo sapiens] 
ref|XP_033825.1| retinoblastoma 1 (including 

Actpno Tf^rwf) q ^ rUnrrift eaniMid fe»flY"P fl"? 3 11 

Ua icubdi cuiiid ) [numu bapicnbj rei[jvr__y,3.3ozo.i[ 
retinoblastoma 1 (including osteosarcoma) [Homo 
sapiens] ref|XP_033827.1| retinoblastoma 1 (including 
osteosarcoma) [Homo sapiens] 


0.91 


1565 


9635387 


gi|9635387|refINPJ)59285.lj ORF137 [Xestia c-nignim 
granulovirus] gb|AAF0525U|AF162221 J37 
( AF 1 6222 1 ) ORF 137 IXestia c-nicrum eranulovinisl 


5.9 


1572 


1730077 


gi|1730077|sp|P181601KYKl_DICDI NON- 

KbCfcr 1 UK 1 I KUolINb JsJJNAoxl orUKii Li olo A 

(TYROSINE-PROTEIN KINASE 1) pir||T18276 non- 
receptor tyrosine kinase - slime mold (Dictyostelium 
discoideum) gb|AAB41 125.1| (U32174) non-receptor 
tyrosine kinase [Dictyostelium discoideum] 


6 


1574 


9622133 


gi|96221331gb(AAF89633.1|AF167719J(AF167719) 

trancmpmhrflnp Ipnttn rpcpntcsr T^Iiki c/*f/vfsil 

LlCUlMLldllLllailw IW^Jllll ltV^vpiUl [OUo .DvlVSlCLJ 


2 6 


1578 


139809 


gi|139809|sp|P27571pQST_MOUSE X INACTIVE 
SPECIFIC TRANSCRIPT PROTEIN pir||S 15433 
nypoinencai proxein - mouse emo|wi/vny /o,i{ 
(X59289) ORF [Mus musculus] prf)|1711440A xist 
gene [Mus musculus] 


7.7 


1579 


8567792 


gi|8567792|gb|AAF76364.1| (AC013428) I-box binding 
factor, putative [Arabidopsis thaliana] 


5.7 


1581 


7638161 


putative serine-threonine protein kinase MkcB 
[Dictyostelium discoideum] 


9.2 


1583 


12644495 


gi|12644495|sp|Q9Z7G7|EX5B_CHLPN 
EXODEOXYRIB ONUCLEASE V BETA QHAIN 
dbj|BAA98945.1| (AP002547) exodeoxyribonuclease V, 
beta [Chlamydophila pneumoniae J138] 


7.2 


1588 


11350667 


gi|l 1350667|pir||D83 160 nitrite extrusion protein 1 
PA3877 [imported] - Pseudomonas aeruginosa (strain 
PAOl) emb|CAA75538.1| (Y15252) nitrate extrusion 
protein [Pseudomonas aeruginosa] 
gb|AAG07264.1|AE004805_2 (AE004805) nitrite 
extrusion protein 1 [Pseudomonas aeruginosa] 


9.7 
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SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


1 1589 


12644495 


gi|12644495|sp|Q9Z7G7|EX5B_CHLPN 
EXODEOXYRIBONUCLEASE V BETA CHAIN 
dbj|BAA98945. 1| (AP002547) exodeoxyribonuclease V, 
beta [Chlamydophila pneumoniae J138] 


5.2 


1590 


305479 


gi|305479|gb|AAC37807.1|(L11473)' envelope 
glycoprotein [Human immunodeficiency virus type 1] 


4.3 


1591 


9055244 


gi|9055244|ref]NP_061256.1| huntington yeast partner C 
[Mus museums] gb|AAD39464.1|AF135440_l 
(AF135440) huntington yeast partner C [Mus musculus] 


0.8 


1593 


12666210 


gi| 12666210|emb|CAC28083 . 1| (AL138875) 
bA103J18.2 (novel protein) [Homo sapiens] 


4 


1596 


12855510 


gi| 128555 10|dbj|BAB30362.1| (AK016654) putative 
[Mus musculus] 


0.067 


1597 


133747 


gi|133747|sp|P09899|RS12_MICLU 30S RIBOSOMAL 
PROTEIN S12 pir||A26956 ribosomal protein S12 - 
Micrococcus luteus gb|AAA25317.1| (M17788) 
ribosomal protein S12 (gtg start codon) [Micrococcus 
luteus] 


V 

9.9 


1600 


7292455 


gi|7292455|gb|AAF47859.1| (AE003480) CG15005 
gene product [Drosophila melanogaster] 


0.43 


1601 


14748674 


gi| 14748674lrefpflP_038133.ll Prader-Willi/Angelman 
syndrome-5 [Homo sapiens] 


8.9 


1602 


11278020 


gi|l 1278020|pirl|H822 15 serine transporter VC1301 
[imported] - Vibrio cholerae (group 01 strain N16961) 
gb|AAF94460.1| (AE004210) serine transporter [Vibrio 
cholerae] 


7.8 


1607 


9757538 


gi|9757538|dbj|BAB08122.1| (AB030852) maturase 
Lilium rubellum] 


6.6 


1618 


12249143 


gi|12249143|ref|NP_066194.2| NADH dehydrogenase 
subunit 5 [Schistosoma japonicum] gb|AAG13134.2| 
(AF215860) NADH dehydrogenase subunit 5 
Schistosoma japonicum] 


5.9 


1620 


7495508 


gi|7495508|pir||T18993 hypothetical protein C06B8.1 - 
Caenorhabditis elegans emb|CAB03850. 1| (Z81463) 
Similarity to C.elegans zinc finger proteins, contains 
similarity to Pfam domain: PF00104 (Ligand-binding 
domain of nuclear hormone receptor), Score=-13.7, E- 
value=0.051,N=l [Caenorhabditis elegans] 


2.9 
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1621 


7288570 


gi|7288570|gb|AAF45170.1|AF218963J(AF?18963) 
period [Drosophila miranda] i 


4.3 


1622 


7707666 


gi|7707666|dbj|BAA95343.1| (AB027560) ATPase 
subunit 6 [Ecbinococcus vogeli] 


4.1 


1625 


4761646 


gi|47616461gb|AAD29428.1|AF139060_l(AF139060) 
transmembrane cell adhesion receptor MUA-3 precursor 
[Caenorhabditis elegans] emb|CAA83226.2| (Z30974) 
contains similarity to Pfam domain: PF00057 (Low- 
density lipoprotein receptor domain class A), 
Score=52.9, E-value=2.2e-12, N=3, second half (former 
T70O5 31 contains similarity to Pfam domain' PF00008 
(EGF-like domain), Score=326.3, E-value=l> 
emb|CAC42345 J| (Z30423) contains similarity to P&m 
domain: PF00057 (Low-density lipoprotein receptor 
domain class A), Score=52.9, E-value=2.2e-12, N=3, 
second half (former T20G5 .3) contains similarity to 
Pfam domain: PF00008 (EGF-like domain), 
Score=326.3, E-value=l> 


V. 


1626 


3582424 


gi|3582424|dbj|BAA33057.1| (AB017255) arginine 
kinase two-domain chain [Pseudocardium sachalinensis] 


4.5 


1628 


9758077 


gi|9758077|dbj|BAB08521.1| (AB009052) sucrose 
cleavage protein-like [Arabidopsis thaliana] 


6.2 


1629 


11610630 


gi|11610630|gb|AAG37436.1| (AY013711) cyclin E 
[Mustela vison] 


10 


1631 


4838093 


gi|4838093)gb)AAD30838.1) (AF103278) 
immunoglobulin heavy chain variable region [Homo 
sapiens] 


3.3 


1635 


12045265 


gill2045265lrefINP_073076.ll ATP synthase F0, 
subunit B (atpF) [Mycoplasma genitalium] 
sp|P47643|ATPFJV!YCGE ATP SYNTHASE B 
CHAIN PRECURSOR pir||F64244 ATP synthase B 
chain (atpF) - Mycoplasma genitalium gb|AAC71631.1| 
(U39722) ATP synthase F0, subunit B (atpF) 
[Mycoplasma genitalium] 


8.5 


1636 


627406 


gi|627406|pir||A54849 collagen alpha l(VU) chain 
precursor - human 


0.66 


1643 


2246540 


gi|2246540|gb|AAB62665.1| (U93872) glycoprotein M 
[Human herpesvirus 8] 


1.5 


1644 


2388576 


gi|2388576|gb|AAB71457.1| (AC000098) YUP8H12.17 
[Arabidopsis thaliana] 


4.7 
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1645 


7490184 


gi|7490184|pir||T37997 carboxypeptidase y - fission 
yeast (Schizosaccharomyces pombe) pir||T43236 
carboxypeptidase C (EC 3.4.16.5) precursor [validated] 
fission yeast (Schizosaccharomyces pombe) 
emb|CAB10121.1| (Z97209) carboxypeptidase y 
[Schizosaccharomyces pombe] dbj|BAA25568.1| 
(D86560) carboxypeptidase Y [Schizosaccharomyces 
pombe] 


0.009 


1646 


7415597 


gi|7415597|dbj|BAA93452. 1| (AB026494) 
acyltransferase homolog [Gentiana triflora] 


6.1 


1648 


13541404 


gi| 1 3 54 1 404|ref|NP_l 1 1 092. 1 1 DNAhelicase 
(superfamily II) [Thermoplasma volcanium] 
dbj|BAB59714.1| (AP000992) DNAhelicase 
[Thermoplasma volcanium] 


7.5 


1649 


6174902 


gi|6174902|sp|Q24767|PER_DROYA PERIOD 
ORCADIAN PROTEIN pir||S 17286 period clock 
protein - fruit fly (Drosophila yakuba) 
emb|CAA43439.1| (X61127) period [Drosophila 
yakuba] 


0.2 


1650 


14318508 


gi|14318508|ref|NP 116641.11 Ieslo rSacchaxomvces 
cerevisiae] sp|P43579|YFB3_YEAST 
HYPOTHETICAL 78.8 KD PROTEIN IN HSP12- 
HXT10 INTERGENIC REGION pir||S483 16 probable 
membrane protein YFL013c - yeast (Saccharomyces 
cerevisiae) emb|CAA86347.1| (Z46255) or£ len: 692, 
CAI: 0.14 [Saccharomyces cerevisiae] dbj|BAA09225.1| 
(D50617) YFL013C [Saccharomyces cerevisiae] 


8.8 


1655 


5052950 


gi|5052950|gb|AAD38784.1|AF149422_l(AF149422) 
unknown [Homo sapiens] 


0.000000007 


1660 


2988422 


gi|2988422|gb|AAC39776.1| (AF016903) agrin 
precursor [Homo sapiens] 


3.4 


1661 


14756108 


gi| 14756 1 08|refpOP_0298 83 . 1 1 EGF-like-domain, 
multiple 4 [Homo sapiens] 


5 


1664 


10047313 


gi] 1 00473 1 3 |dbj|BAB 1 3444 . 1 1 (AB046838) KIAA1618 
protein [Homo sapiens] 


0.00001 


1669 


5902048 


gi|5902048|refINP_008974.1| HTV-1 rev binding protein 
2; Rev interacting protein [Homo sapiens] pir||G02629 
Rev interacting protein Rip-1 - human gb|AAB00557.1| 
(U55766) Rev interacting protein Rip-1 [Homo sapiens] 


0.009 
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1672 


13122465 


gi|I3 122465|gb|AAK12639.1|AF3 17654J (AF3 17654) 
G protein-coupled receptor [Homo sapiens] 


2.4 


1673 


.7296752 


gi|7296752|gb|AAF52030.1| (AE003603) CG12147 
gene product [Drosophila melanogaster] 


2.1 


1681 


14767950 


gi|14767950|ref)XP_040494.1| nuclear RNA export 
factor 5 [Homo sapiens] emb|CAC20428.1| (AJ277654) 
nuclear RNA export factor 5 [Homo sapiens] 


6.9 


1684 


14740021 


gi| 1474002 1 |refpO>_033953 . 1 1 32575 [Homo sapiens] 
ref|XP_033954.1| 32576 [Homo sapiens] 
reflXP_033955.1| 32577 [Homo sapiens] 


2.5 


1685 


13568988 


gi|13568988|gb|AAK30843.1|AF254571 1 (AF254571) 
growth/differentiation factor 7 [Mus musculus] 


5.8 i 


1694 


106323 


gi|106323|pir||A34087 hypothetical protein (L1H 5» 
region) - human 


0.005 


1695 


7444442 


gi|7444442|pir||T02087 gag/pol polyprotein - maize 
retrotransposon Hopscotch gb|AAA57005.1| (U12626) 
copia-like retrotransposon Hopscotch polyprotein [Zea 
mays] 


0.49 


1696 


13569915 


gi|13569915|reflNP_l 12205.1| amnionless protein 
[Homo sapiens] gb|AAK28532.1|AF328788_l 
(AF328788) amnionless [Homo sapiens] 


4.4 


1697 


13812078 


gi|13812078|refINP_113215.1| hypothetical protein 
[Guillardiatheta] gb|AAF24011.1|AF083031_8 
(AF083031) hypothetical protein [Guillardiatheta] 


5.2 


1699 


462193 


gi|462193|sp)Q06003|GOLIJDROME GOLIATH 
PROTEIN (Gl PROTEIN) pir])JC1495 regulatory 
protein Gl - fruit fly (Drosophila melanogaster) 
gblAAA28582.1| (M97204) goliath protein [Drosophila 
melanogaster] 


9.3 


1702 


13376638 


gi|13376638|ref|NP_079359.1| hypothetical proton 
FLJ21128 [Homo sapiens] dbj|BAB15001.1| 
(AK024781) unnamed protein product [Homo sapiens] 


5E-49 


1705 


7445803 


gi|74458031pir||JC5348 cdd4 protein - Clostridium ' 
difficile emb|CAA63569.1| (X92982) cdd4 [Clostridium 
difficile] 


0.28 


1706 


10175016 


gi|10175016|dbj|BAB061 15.1| (AP001515) 
BH2396~unknown [Bacillus halodurans] 


9 


1709 


3953531 


gi|3953531|dbj|BAA34722.1| (AB015856) ATF6 
[Homo sapiens] 


9.1 
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1712 


14329676 


gi|14329676|emb|CAC40651.1| (AJ242782) centaurin 
beta [Homo sapiens] 


0.00003 


1714 


10432382 


gi|10432382|emb|CAC10340.1| (AL139421) dJ717I23.1 
(novel protein similar to Xenopus laevis Sojo protein) 
[Homo sapiens] 


0.00006 


1717 


8247357 


gi|8247357|emb|CAB92957.1| (AJ401026) hypothetical 
protein [Thennoanaerobacter thermohydrosulfuricus] 


1.4 


1719 


7487043 


gi|7487043|pir)|T08926 hypothetical protein T15N24.50 
- Arabidopsis thaliana emb|CAB77061.1| (AL078465) 
putative protein [Arabidopsis thaliana] 
emb|CAB79515.1| (AL161565) putative protein 
[Arabidopsis thaliana] 


0.39 


1721 


13507765 


gi|13507765|ref|NP_109714.1| similar to GTPases 
IMvconlasma oneumoniael solP75088IY024 MYCPN 

firxjf wv|/ictouia uuv/Luiii/Uicivj r \ «/v wuj x vast xtx x \*x x^i 

PROBABLE GTP-BINDING PROTEIN MG024 
HOMOLOG (B01_ORF362) pir||S73454 probable GTP 
binding protein yyaF - Mycoplasma pneumoniae (strain 
ATCC 29342) gb|AAB95776.1| (AE000015) similar to 
GTPases [Mycoplasma pneumoniae] 


6 


1725 


11071788 


gijl 1071788|emb|CAC14632.1| (AL449144) 
hypothetical protein P214.26 [Leishmania major] 


9 


1727 


14325595 


gi|14325595|dbj|BAB60498.1| (AP000996) hypothetical 
protein [Thermoplasma volcanium] 


2.5 
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1728 


6498442 , 


gi|6498442|dbj|BAA87845.1| (AP000815) ESTs 
AU081301(E20138),C99280(E10593) correspond to a 
region of the predicted gene.~Similar to Arabidopsis 
thaliana chromosome II BAC T26B15 genomic 
sequence.unknown protein. (AC004681) [Oryza saliva] 
dbj|BAB00648.2| (AP002804) ESTs 
AU081301(E20138),C99280(E10593) correspond to a 
region of the predicted gene.~Similar to Arabidopsis 
thaliana chromosome II BAC T26B15 genomic 
sequence; unknown protein (AC004681) [Oryza sativa] 
dbj|BAB17744.1| (AP002862) contains ESTs 
AU08 1301(E20138),C99280(E10593)^imilar to 
Arabidopsis thaliana chromosome 2, 
F12C20.1 l~unknown protein [Oryza sativa] 
dbj|BAB44118.1| (AP003103) contains ESTs 
AU08 1301(E20138),C99280(E10593>-similar to 
Arabidopsis thaliana chromosome 2, 
F12C20.1 l~unknown protein [Oryza sativa] 


1.1 


1741 


11467083 


gi|l 1467083]reflNP_042559.1| NADH dehydrogenase, 
subunit 3 [Acanthamoeba castellanii] 
sp|Q37382|NU3M_ACACANADH-UBIQUINONE 
OXIDOREDUCTASE CHAIN 3 pir||S53860 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 3 - 
Acanthamoeba castellanii mitochondrion 
gblAAD11852.1| (U12386) NADH dehydrogenase, 
subunit 3 [Acanthamoeba castellanii] 


5 


1742 


12843826 


gj|12843826|dbj|BAB26128.1| (AK009187) putative 
[Mus musculus] 


0.00000002 


1743 


4928550 


gi|49285501gb|AAD33637.1| (AF133876) DBL alpha 
protein [Plasmodium falciparum] 


6.2 


1744 


6503033 


gi|6503033|gblAAF14557. 11AF176666_1 (AF176666) 
F-box leucine-rich repeat protein 5 [Xenopus laevis] 


3.8 


1745 


6562750 


gi|6562750|emb|CAB62889.1| (AL035475) hypothetical 
protein, MAL4P2.48 [Plasmodium falciparum] 


8.9 . 


1750 


7498998 


gi|7498998|pir||T16057 hypothetical protein F13D1 1.2 - 
Caenorhabditis elegans 


5.4 


1751 


6939792 


gi|6939792|dbj|BAA90658!l| (AB037920) HA-17 
[Clostridium botulinum] 


7.3 
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1754 


14195008 


gi|14195008|sp|Q9J155|PLEl_CRIGR PLECTIN 1 
(PLTN) (PCN) (300-KDA INTERMEDIATE 
FILAMENT-ASSOCIATED PROTEIN) (BFAP300) 
gb|AAF70372. 1| (AF260753) plectin [Cricetulus 
griseus] 


1.6 


1756 


74519 


gi|74519|pir||GNWVR4 structural polyprotein - rubella 
virus (strain Therien) 


4.4 


1760 


6324076 


gi|6324076|ref]NP_014146.1| Ynl253wp 
[Saccharomyces cerevisiae] sp|P53851(YNZ3_YEAST 
HYPOTHETICAL 47.2 KD PROTEIN IN SIP3- 
MRPL30 1NTERGENIC REGION pir||S63226 
hypothetical protein YNL253w - yeast (Saccharomyces 
cerevisiae) emb|CAA65491.1| (X96722) ORF N0860 
[Saccharomyces cerevisiae] emb|CAA96160.1| 
(Z71529) ORF YNL253w [Saccharomyces cerevisiae] 


3.6 


1762 


1 TAft AHA 

1708082 


gi| 1708082|sp|P50900|GUX2_CLOSR 
EXOGLUCANASE n PRECURSOR 
(EXOCELLOBIOHYDROLASE II) (1,4-BETA- 
CELLOBIOHYDROLASE H) (AVICELASE ID 
emb|CAA93280.1| (Z69359) avicelase H [Clostridium 
stercorarium] 


1.9 


1765 


2224838 


gi|2224838|emb|CAA45388.1| (X63974) putative 
protein-tyrosine phosphatase [Rhodpbacter capsulatus] 


5.2 


| 1768 


6513773 


gi|6513773|gb|AAF14748.1|AF197756_l (AF197756) 
maturase [Hedyosmum arborescens] 


0.63 


1775 


14732870 


gi| 1 473 2870|refpO>_0290 1 8 . 1 1 hypothetical protein 
FLJ10647 Porno sapiens] ref!XP_001969.2| 
hypothetical protein FU10647 [Homo sapiens] 


1.3 


1779 


7521942 


gi|7521942|pir||T29096 gag polyprotein - murine 
endogenous retrovirus ERV-L emb|CAA73250.1| 
(Y12713) Gag polyprotein [Mus museums] 


0.071 


1785 


7508408 


gi|7508408|pir||T25251 hypothetical protein T24H10.4 - 
Caenorhabditis elegans emb|CAA90944.1| (Z54216) 
T24H10.4 [Caenorhabditis elegans] 


2.9 


1788 


7460247 


gi|7460247|pir||B71612 hypothetical protein PFB0555c - 
malaria parasite (Plasmodium falciparum) 
gb|AAC71900.1| (AE001402) hypothetical protein 
Plasmodium falciparum] 


6.4 
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